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METHODS FOR PRODUCING A COMPLEX
TRANSGENIC TRAIT LOCUS

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a continuation of U.S. patent applica-
tion Ser. No. 16/925,973 filed on Jul. 10, 2020 (published as
U.S. Patent Application No. 20210062201), which is a
continuation of U.S. patent application Ser. No. 16/007,529
filed on Jun. 13, 1018 (now allowed as U.S. patent Ser. No.
10/822,610), which is a continuation of U.S. patent appli-
cation Ser. No. 13/427,138 (now allowed as U.S. patent Ser.
No. 10/030,245), which itself claims the benefit of U.S.
Provisional Patent Application No. 61/499,443, filed Jun. 11,
2011 and U.S. Provisional Patent Application No. 61/466,
602, filed Mar. 23, 2011; all of which are hereby incorpo-
rated herein in their entirety by reference.

REFERENCE TO SEQUENCE LISTING

The Sequence Listing is submitted as a XML file named
BB1990-US-CNT3.xml created on Feb. 23, 2023 having a
size of 236 KB, and is hereby incorporated by reference
pursuant to 37 C.FR. § 1.52 (e) (5).

FIELD OF INVENTION

The invention relates to the field of plant molecular
biology, in particular, to methods for altering the genome of
a plant cell.

BACKGROUND

Recombinant DNA technology has made it possible to
insert foreign DNA sequences into the genome of an organ-
ism, thus, altering the organism’s phenotype. The most
commonly used plant transformation methods are Agrobac-
terium infection and biolistic particle bombardment in which
transgenes integrate into a plant genome in a random fashion
and in an unpredictable copy number. Thus, efforts are
undertaken to control transgene integration in plants.

One method for inserting or modifying a DNA sequence
involves homologous DNA recombination by introducing a
transgenic DNA sequence flanked by sequences homolo-
gous to the genomic target. U.S. Pat. No. 5,527,695
describes transforming eukaryotic cells with DNA
sequences that are targeted to a predetermined sequence of
the eukaryote’s DNA. Specifically, the use of site-specific
recombination is discussed. Transformed cells are identified
through use of a selectable marker included as a part of the
introduced DNA sequences.

It was shown that artificially induced site-specific
genomic double-stranded breaks in plant cells were repaired
by homologous recombination with exogenously supplied
DNA using two different pathways. (Puchta et al., (1996)
Proc. Natl. Acad. Sci. USA 93:5055-5060; U.S. Patent
Application Publication No. 2005/0172365A1 published
Aug. 4, 2005; U.S. Patent Application Publication No.
2006/0282914 published Dec. 14, 2006; WO 2005/028942
published Jun. 2, 2005).

Since the isolation, cloning, transfer and recombination of
DNA segments, including coding sequences and non-coding
sequences, is most conveniently carried out using restriction
endonuclease enzymes. Much research has focused on
studying and designing endonucleases such as WO 2004/
067736 published Aug. 12, 2004; U.S. Pat. No. 5,792,632
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2
issued to Dujon et al., Aug. 11, 1998; U.S. Pat. No. 6,610,
545 B2 issued to Dujon et al., Aug. 26, 2003; Chevalier et
al., (2002) Mol Cell 10:895-905; Chevalier et al., (2001)
Nucleic Acids Res 29:3757-3774; Seligman et al., (2002)
Nucleic Acids Res 30:3870-3879.

Although a plethora of approaches have been developed
to target a specific site for modification in the genome of a
plant, there still remains a need for methods for producing
a fertile plant, having an altered genome comprising two or
more site-specific modifications in defined region of the
genome of the plant.

BRIEF SUMMARY OF THE INVENTION

The present invention provides methods for producing in
a plant a complex transgenic trait locus comprising at least
two altered target sequences in a genomic region of interest.
The methods involve selecting a genomic region in a plant
that comprises a first target sequence and a second target
sequence and then providing a first double-strand-break-
inducing agent and a second double-strand-break-inducing
agent. The first double-strand-break-inducing agent is
capable of inducing a first double-strand break in DNA
comprising the first target sequence, and the second double-
strand-break-inducing agent is capable of inducing a second
double-strand break in DNA comprising the second target
sequence. The methods further involve contacting at least
one plant cell with the first double-strand-break-inducing
agent, identifying a cell comprising a first alteration at the
first target sequence, and then recovering a first fertile plant
from the cell comprising the first alteration. The first fertile
plant also comprises the first alteration. Additionally, the
methods involve contacting at least one plant cell with the
second double-strand-break-inducing agent, identifying a
cell comprising a second alteration at the second target
sequence, and then recovering a second fertile plant from the
cell comprising the second alteration. The methods further
involve obtaining a fertile progeny plant from the second
fertile plant, wherein the fertile progeny plant comprises
both the first and second alterations in physical linkage.

In a first embodiment of the methods for producing in a
plant a complex transgenic trait locus, the fertile progeny
plant is obtained by crossing the first fertile plant and the
second fertile plant and selecting the fertile progeny plant
comprising both the first and second alterations in physical
linkage.

In second embodiment, a cell of the first fertile plant, or
progeny thereof comprising the first alteration, is contacted
with the second double-strand-break-inducing agent.

In third embodiment, the complex transgenic trait locus
further comprises at least one polynucleotide of interest in
the genomic region of interest. Such a polynucleotide of
interest can be, for example, a transgene, a native gene, and
a gene that was a native gene prior to a targeted mutation
therein.

In a fourth embodiment, the first alteration comprises
insertion of a first DNA sequence of interest, or part thereof,
into the first target sequence, and/or the second alteration
comprises insertion of a second DNA sequence of interest,
or part thereof, into the second target sequence. Such a first
and/or a second DNA sequence of interest can be, for
example, a DNA for gene silencing, a DNA encoding a
phenotypic marker and a DNA encoding a protein providing
an agronomic advantage.
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In a fifth embodiment, the first and second double-strand-
break-inducing agents are selected from the group consisting
of'an endonuclease, a zinc finger nuclease, or a TAL effector
nuclease.

In a sixth embodiment, the endonuclease is modified to
specifically cut at the first target sequence or at the second
target sequence and no longer cuts at its wild-type endonu-
clease target sequence.

In a seventh embodiment, the first target sequence and the
second target sequence are separated from each other by
about 0.1, 0.2, 0.3, 0.4, 0.5,0.6,0.7,0.8, 0.9, 1, 2, 3, 4, or
5 centimorgans (cM) in the genome of the plant.

In an eighth embodiment, the methods can involve cross-
ing the fertile progeny plant with an additional fertile plant
that comprises at least a third altered target sequence in the
genomic region of interest and then selecting from the
crossing a fertile progeny plant comprising the first altera-
tion, the second and the at least third alteration in physical
linkage. Like the first and second altered target sequences,
the third altered target sequence originated from a third
target sequence that is recognized and cleaved by a third
double-strand-break-inducing agent.

Additionally provided are complex trait loci in plants
produced by the methods of the invention and plants, plant
cells, plant parts, and seeds thereof comprising at least one
complex transgenic trait locus of the invention.

The present invention further provides a complex trans-
genic trait locus comprising at least two altered target
sequences that are genetically linked in the genome of a
plant to a polynucleotide of interest. Such altered target
sequences originated from a corresponding target sequence
that is recognized and cleaved by a double-strand-break-
inducing agent. The altered target sequences comprise an
alteration such as, for example, replacement of at least one
nucleotide in the target sequence, a deletion of at least one
nucleotide in the target sequence, an insertion of at least one
nucleotide in the target sequence, or any combination
thereof. The polynucleotide interest can be, for example, a
transgene, a native gene, and a mutated gene. The present
invention further provides plants, plant parts, plant cells, and
seeds comprising at least one complex transgenic trait locus
of the invention.

In an embodiment of the complex transgenic trait locus of
the invention, at least one altered target sequence comprises
a recombinant DNA molecule. Recombinant DNA mol-
ecules include, but are not limited to, a DNA for gene
silencing, a DNA encoding a phenotypic marker, and a DNA
encoding a protein providing an agronomic advantage.

In another embodiment, the two altered target sequences
of the complex transgenic trait locus are located within
about 0.1, 0.2, 0.3, 0.4, 0.5, 0.6, 0.7, 08,009, 1, 2, 3, 4, 5,
6, 7, 8 9, 10, 11 or up to 21 centimorgan (cM) of the
polynucleotide of interest.

The invention provides plants, plant parts, plant cells, and
seeds comprising at least one complex transgenic trait locus
of the invention.

Additionally provided is an alternative method for pro-
ducing in a plant a complex transgenic trait locus comprising
at least two altered target sequences in a genomic region of
interest. This method involves obtaining a first fertile plant
comprising a first altered target sequence at the genomic
region of interest and a second fertile plant comprising a
second altered target sequence at the genomic region of
interest. In this method, the first altered target sequence
originated from a first target sequence that is recognized and
cleaved by a first double-strand-break-inducing agent, and
the second altered target sequence originated from a second
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target sequence that is recognized and cleaved by a second
double-strand-break-inducing agent. The alternative method
further involves crossing the first fertile plant and the second
fertile plant, and then selecting from the crossing a fertile
progeny plant comprising the first alteration and the second
alteration in physical linkage.

Also provided are plants produced by the second method
of'the invention and plant cells, plant parts, and seeds thereof
comprising at least one complex transgenic trait locus.

In another embodiment, the present invention provides a
plant comprising an expression construct, which comprises
a promoter operably linked to a nucleotide sequence encod-
ing an endonuclease. The endonuclease is capable of spe-
cifically binding to and creating a double strand break in a
target sequence selected from the group consisting of SEQ
ID NO:1, 2, 3,4, 5,6,7, 8, 68, 69, 70, 71, 72, 73, 74, 75,
76, and 77, wherein the promoter is capable of driving
expression of an operably linked nucleotide sequence in a
plant cell. The nucleotide sequence encoding the endonu-
clease can comprise a coding sequence of a DNA binding
domain of an endonuclease, wherein the coding sequence
comprises nucleotides 100-261 and nucleotides 850-1011 of
SEQ ID NO:9, 10, 11, 12, 13, 14, 15, 16, 78, 79, 80, 81, 82
or 83; or a degenerate coding sequence thereof. Preferably,
the nucleotide sequence encoding the endonuclease is a
nucleotide sequence selected from the group consisting of
SEQID NO:9, 10, 11, 12, 13, 14, 15, 16, 78, 79, 80, 81, 82,
and 83.

In yet another embodiment of the invention, a plant of the
invention comprises at least one altered target sequence,
wherein the at least one altered target sequence originated
from a corresponding target sequence that was recognized
and cleaved by a double-strand break-inducing agent. In this
embodiment, the altered target sequence is in a genomic
region of interest that extends from: the target sequence set
forth in SEQ ID NO: 4 to the target sequence set forth in
SEQ ID NO: 2; the target sequence set forth in SEQ 1D NO:
5 to the target sequence set forth in SEQ ID NO: 8; or the
target sequence set forth in SEQ ID NO: 68 to the target
sequence set forth in SEQ ID NO: 77. Such a plant of the
invention can be produced by a method comprising provid-
ing at least one double-strand-break-inducing agent that is
capable of inducing a double-strand break in DN A compris-
ing a target sequence, wherein the target sequence is in a
genomic region of interest that extends from: the target
sequence set forth in SEQ ID NO: 4 to the target sequence
set forth in SEQ ID NO: 2; the target sequence set forth in
SEQ ID NO: 5 to the target sequence set forth in SEQ ID
NO: 8; or the target sequence set forth in SEQ ID NO: 68 to
the target sequence set forth in SEQ ID NO: 77. The method
further comprises contacting at least one plant cell with the
double-strand-break-inducing agent, identifying a cell com-
prising an alteration at the target sequence, and recovering a
fertile plant comprising the alteration. In one embodiment of
this method, the double-strand-break-inducing agent is
encoded by a nucleotide sequence comprising a coding
sequence of a DNA binding domain of an endonuclease, and
wherein the coding sequence is selected from the group
consisting of nucleotides 100-261 and nucleotides 850-1011
of SEQ ID NO: 9, 10, 11, 12, 13, 14, 15, 16, and 80, and
degenerate coding sequences thereof. In another embodi-
ment of this method, the double-strand-break-inducing agent
is encoded by a nucleotide sequence comprising a coding
sequence of a DNA binding domain of an endonuclease, and
wherein the coding sequence is selected from the group
consisting of nucleotides 100-261 and nucleotides 661-822
of SEQ ID NO: 78, 79, 81, 82 and 83, and degenerate coding
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sequences thereof. In another embodiment of this method,
the double-strand-break-inducing agent is encoded by a
nucleotide sequence is selected from the group consisting of
SEQID NO: 9, 10, 11, 12, 13, 14, 15, 16, 78, 79, 80, 81, 82,
and 83.

Additional embodiments of the methods and composi-
tions of the present invention are disclosed below.

BRIEF DESCRIPTION OF THE DRAWINGS
AND THE SEQUENCE LISTING

The invention can be more fully understood from the
following detailed description and the accompanying draw-
ings and Sequence Listing, which form a part of this
application. The sequence descriptions and sequence listing
attached hereto comply with the rules governing nucleotide
and amino acid sequence disclosures in patent applications
as set forth in 37 C.F.R. §§ 1.821-1.825. The sequence
descriptions contain the three letter codes for amino acids as
defined in 37 C.F.R. §§ 1.821-1.825, which are incorporated
herein by reference.

FIGURES

FIG. 1. DNA double-strand break induced DNA alteration
of an endogenous target site. FIG. 1A A generalized endog-
enous target site with flanking genomic DNA sequences
designated as DNA 1 and DNA 2 which can be used as DNA
exchange regions by homologous recombination. FIG. 1B A
generalized DNA construct that can be used to express a
DNA endonuclease to recognize and cleave the endogenous
target site. The DNA endonuclease gene can be physically
linked to the donor DNA described in FIG. 1C or FIG. 1D,
or substituted by other double-strand break inducing agents.
FIG. 1C A generalized donor DNA construct having two
regions DNA1 and DNA 2 of homology to the genomic
target which flank a polynucleotide of interest and/or marker
gene. FIG. 1D A generalized donor DNA construct that does
not have regions of homology to the genomic target to flank
a polynucleotide of interest and/or marker gene. Insertion of
the DNA fragment will produce an insertion of the poly-
nucleotide of interest at or near the recognition site. FIG. 1E
One expected outcome when the polynucleotide of interest
and/or marker gene of donor construct described in FIG. 1C
or FIG. 1D is inserted at the endogenous target site by
homologous recombination or non-homologous recombina-
tion, respectively. FIG. 1F Another outcome when the
endogenous target site is altered by a deletion during the
repair of the DN A double-strand break cleaved by the DNA
endonuclease. The polynucleotide of interest and/or marker
gene of donor construct described in FIG. 1C or FIG. 1D can
be inserted at unrelated sites by random DNA integration.
FIG. 1G Another outcome when the endogenous target site
is altered by the insertion of an unrelated DNA during the
repair of the DNA double-strand breaks cleaved by the DNA
endonuclease. The polynucleotide of interest and/or marker
gene of donor construct described in FIG. 1C or

FIG. 1D can be inserted at unrelated sites by random
DNA integration.

FIG. 2. Genetic distance between target sites and trans-
gene of interest.

FIG. 3. FIG. 3A: Schematic diagram of PCR assays to
detect TS21 target site modifications and transgenic integra-
tions. FIG. 3B: Alignment of altered target sequences of
selected TS21 transgenic event.
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FIG. 4. FIG. 4A: Alignment of altered target sequences of
selected TS5 transgenic events. FIG. 4B: Alignment of
altered target sequences of selected TS14 transgenic events

FIG. 5. Gene integration by homologous recombination
enabled by double-strand breaks with custom designed
meganuclease.

FIG. 6. Location of target sites near a herbicide resistant
transgenic event in soybean.

FIG. 7. Use of cluster of meganuclease target sites for
stacking of multiple traits either by sequential transforma-
tion or genetic crosses.

FIG. 8. The locations of various MHP target sites sur-
rounding a transgenic DNA of interest integration site in a
maize plant. Solid black rectangles represent BAC clones.
Names and numbers in each box are the target sites. Arrows
from box to BAC indicated the target site affiliated to BAC
clones. Numbers and arrows on the bottom of the figure
indicate the genetic distance of the target sites relative to the
insertion location of the transgenic DNA of interest. As
indicated at the top of the figure, the physical distance is
about 1.8 Mb nucleotides in this region of the maize
chromosome.

FIG. 9. FIG. 9A: Outline of PCR screening for integration
of donor at MHP14 target site (donor was PHP44779) FIG.
9B: PCR of MHP14 events: B1-B12 junction PCR with
primers 146773/146775; b1-b12 junction PCR with primers
146772/146778. Two events (B2 and BS) were positive for
both junctions PCR. The arrows indicate the locations
corresponding to the various primers used.

FIG. 10. FIG. 10A: Schematic outline of PCR to confirm
ubi:mopat:pinll cassette integration at the endogenous
MHP14 target. FIG. 10B: Long PCR on TO plants from three
events showed integration at the target site. The plant AS
was from event #1, A6-A8 event #2, and C4-C6 event #3.
CKP: positive control from callus DNA. FIG. 10B: The left
panel shows the results of junction PCR on the HR1 side
using a genomic primer (146775) and a moPAT primer
(mopatR2). The right panel shows the results of junction
PCR on the HR2 side with a moPAT primer (mopatF2) a
genomic primer (146772). The arrows on FIG. 10A indicate
the locations corresponding to the various primers used.

FIGS. 11A-11D. Alignment of fragments from the plant-
optimized nucleotide sequences of meganucleases compris-
ing the nucleotides 100-261 and nucleotides 850-1011 of
SEQ ID NO: 9, 10, 11, 12, 13, 14, 15, 16, and 80, and the
nucleotides 100-261 and nucleotides 661-822 of SEQ ID
NO: 78, 79, 81, 82 and 83. FIG. 11A shows SEQ ID NOs:
9-16 and 78-80 sequence positions 60-180, FIG. 11B shows
SEQ ID NOs: 9-16 and 78-80 sequence positions 180-300,
FIG. 11C shows SEQ ID NOs: 9-16 and 78-80 sequence
positions 840-960, and FIG. 11D shows SEQ ID NOs: 9-16
and 78-80 sequence positions 960-1020.

SEQUENCES

SEQ ID NO: 1 is the nucleotide sequence of the TS21
target site in soybean genome.

SEQ ID NO: 2 is the nucleotide sequence of the TS14
target site in soybean genome.

SEQ ID NO: 3 is the nucleotide sequence of the TS30
target site in soybean genome.

SEQ ID NO: 4 is the nucleotide sequence of the TS5
target site in soybean genome.

SEQ ID NO: 5 is the nucleotide sequence of the TS7
target site in soybean genome.

SEQ ID NO: 6 is the nucleotide sequence of the TS4
target site in soybean genome.
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SEQ ID NO: 7 is the nucleotide sequence of the TS22
target site in soybean genome.

SEQ ID NO: 8 is the nucleotide sequence of the TS24
target site in soybean genome.

SEQ ID NO: 9 is the plant-optimized nucleotide sequence
of the TS21 meganuclease containing a nuclear target site
and an ST-LSI intron.

SEQ ID NO: 10 is the plant-optimized nucleotide
sequence of the TS14 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 11 is the plant-optimized nucleotide
sequence of the TS30 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 12 is the plant-optimized nucleotide
sequence of the TS5 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 13 is the plant-optimized nucleotide
sequence of the TS7 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 14 is the plant-optimized nucleotide
sequence of the TS4 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 15 is the plant-optimized nucleotide
sequence of the TS22 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 16 is the plant-optimized nucleotide
sequence of the TS24 meganuclease containing a nuclear
target site and an ST-L.S1 intron.

SEQ ID NO: 17 is the homologous region 1 (HR1) of the
TS21 target site.

SEQ ID NO: 18 is the homologous region 2 (HR2) of the
TS21 target site.

SEQ ID NO: 19 is the HR1 of the TS14 target site.

SEQ ID NO: 20 is the homologous region 2 of the TS14
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO:

SEQ ID NO:
target site.

SEQ ID NO: 33 is the plant-optimized nucleotide
sequence of the TS21 meganuclease without a ST-LS1
intron.

SEQ ID NO: 34 is the amino acid sequence of the SV40
nuclear localization signal.

SEQ ID NO: 35: is the nucleotide sequences of expression
cassette RTW317, comprising the TS21 meganuclease plant
optimized sequence without an intron and operably linked to
the soybean EF1A promoter.

SEQ ID NO: 36 is the nucleotide sequences of expression
cassette RTW322, comprising the TS21 meganuclease plant
optimized sequence with an intron and operably linked to
the soybean EF1A promoter.

21 is the HR1 of the TS30 target site.
22 is the homologous region 2 of the TS30

23 is the HR1 of the TSS target site.
24 is the homologous region 2 of the TS5

25 is the HR1 of the TS7 target site.
26 is the homologous region 2 of the TS7

27 is the HR1 of the TS4 target site.
28 is the homologous region 2 of the TS4

29 is the HR1 of the TS22 target site.
30 is the homologous region 2 of the TS22

31 is the HR1 of the TS24 target site.
32 is the homologous region 2 of the TS24
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SEQ ID NO: 37 is the nucleotide sequence of RTW328A,
which is the repair DNA fragment for TS21 meganuclease.

SEQ ID NO:38 is the nucleotide sequence of TS21 qPCR
forward primer Mega21-190F.

SEQ ID NO:39 is the nucleotide sequence of TS21 qPCR
reverse primer Mega21-301R.

SEQ ID NO:40 is the nucleotide sequence of TS21 qPCR
probe mega21-250T. The fluorescent probe is labeled with
FAM quenched with MGB.

SEQ ID NO:41 is the nucleotide sequence of TS14 qPCR
forward primer Megal4-13F.

SEQ ID NO:42 is the nucleotide sequence of TS14 qPCR
reverse primer Megal4-128R.

SEQ ID NO:43 is the nucleotide sequence of TS14 qPCR
probe Megal4-85T. The fluorescent probe is labeled with
FAM quenched with MGB.

SEQ ID NO:44 is the nucleotide sequence of TS30 qPCR
forward primer Mega30-30F.

SEQ ID NO:45 is the nucleotide sequence of TS30 qPCR
reverse primer Mega30-87R.

SEQ ID NO:46 is the nucleotide sequence of TS30 qPCR
probe Mega30-52T. The fluorescent probe is labeled with
FAM quenched with MGB.

SEQ ID NO:47 is the nucleotide sequence of TS5 qPCR
forward primer MegaS-F1.

SEQ ID NO:48 is the nucleotide sequence of TS5 qPCR
reverse primer Mega5-R1.

SEQ ID NO:49 is the nucleotide sequence of TS5 qPCR
probe Mega5-T1. The fluorescent probe is labeled with FAM
quenched with MGB.

SEQ ID NO:50 is the nucleotide sequence of the sense
primer, WOL 133, which is upstream of the TS21 target site
in the soybean genome.

SEQ ID NO:51 is the nucleotide sequence of the antisense
primer, WOL 134, which is downstream of the TS21 target
site in the soybean genome.

SEQ ID NO:52 is the nucleotide sequence of the sense
primer, WOL190 which is further upstream of the TS21
target site beyond the TS21 HR1 fragment in the soybean
genome.

SEQ ID NO:53 is the nucleotide sequence of the antisense
primer, WOL242, which is specific to the hygromycin
coding sequences.

SEQ ID NO:54 is the nucleotide sequence of the sense
primer, WOL 153, which is specific to the NOS Terminator.

SEQ ID NO:55 is the nucleotide sequence of the antisense
primer, WOL.247, which is further downstream of the TS21
target site beyond the TS21 HR2 fragment in the soybean
genome.

SEQ ID NO:56 is the nucleotide sequence of the sense
primer, WOL121, which is upstream of the TS14 target site
in the soybean genome.

SEQ ID NO:57 is the nucleotide sequence of the antisense
primer, WOL 150, which is downstream of the TS21 target
site in the soybean genome.

SEQ ID NO:58 is the nucleotide sequence of the sense
primer, WOL192, which is further upstream of the TS14
target site beyond the TS14 HR1 fragment in the soybean
genome.

SEQ ID NO:59 is the nucleotide sequence of the antisense
primer, WOL193, which is further downstream of the TS14
target site beyond the TS14 HR2 fragment in the soybean
genome.

SEQ ID NO:60 is the nucleotide sequence of the sense
primer, WOL 113, which is upstream of the TS30 target site
in the soybean genome.
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SEQ ID NO:61 is the nucleotide sequence of the antisense
primer, WOL 114, which is downstream of the TS30 target
site in the soybean genome.

SEQ ID NO:62 is the nucleotide sequence of the sense
primer, WOL194, which is further upstream of the TS30
target site beyond the TS30 HR1 fragment in the soybean
genome.

SEQ ID NO:63 is the nucleotide sequence of the antisense
primer, WOL 195, which is further downstream of the TS30
target site beyond the TS30 HR2 fragment in the soybean
genome.

SEQ ID NO:64 is the nucleotide sequence of the sense
primer, WOL 105, which is upstream of the TS5 target site
in the soybean genome.

SEQ ID NO:65 is the nucleotide sequence of the antisense
primer, WOL 144, which is downstream of the TS5 target
site in the soybean genome.

SEQ ID NO:66 is the nucleotide sequence of the sense
primer, WOL196, which is further upstream of the TS5
target site beyond the TS5 HR1 fragment in the soybean
genome.

SEQ ID NO:67 is the nucleotide sequence of the antisense
primer, WOL197, which is further downstream of the TS5
target site beyond the TS5 HR2 fragment in the soybean
genome.

SEQ ID NO:68 is the nucleotide sequence of the MHP1
target site in the maize genome.

SEQ ID NO:69 is the nucleotide sequence of the MHP14
target site sequence in the maize genome.

SEQ ID NO:70 is the nucleotide sequence of the MHP32
target site sequence in the maize genome.

SEQ ID NO:71 is the nucleotide sequence of the MHP42
target site sequence in the maize genome.

SEQ ID NO:72 is the nucleotide sequence of the MHP55
target site sequence in the maize genome.

SEQ ID NO:73 is the nucleotide sequence of the MHP67
target site sequence in the maize genome.

SEQ ID NO:74 is the nucleotide sequence of the MHP77
target site sequence in the maize genome.

SEQ ID NO:75 is the nucleotide sequence of the MHP98
target sit sequence in the maize genome.

SEQ ID NO:76 is the nucleotide sequence of the MHP107
target site sequence in the maize genome.

SEQ ID NO: 77 is the nucleotide sequence of the
MHP115 target site sequence in the maize genome.

SEQ ID NO:78 is the plant-optimized nucleotide
sequence of MHP14 comprising a nuclear localization signal
and lacking an intron.

SEQ ID NO:79 is the plant-optimized nucleotide
sequence of the MHP14+ comprising a nuclear localization
signal and lacking an intron.

SEQ ID NO:80 is the plant-optimized nucleotide
sequence of MHP55 comprising a nuclear localization signal
and an intron.

SEQ ID NO:81 is the plant-optimized nucleotide
sequence of MHP55 comprising a nuclear localization signal
and lacking an intron.

SEQ ID NO:82 is the plant-optimized nucleotide
sequence of MHP55-2 comprising a nuclear localization
signal and lacking an intron.

SEQ ID NO:83 plant-optimized nucleotide sequence of
MHP77 comprising a nuclear localization signal and lacking
an intron.

SEQ ID NO:84 is the HR1 of the MHP14 target site.

SEQ ID NO:85 is the HR2 of the MHP14 target site.

SEQ ID NO:86 is the HR1 of the MHPS55 target site.

SEQ ID NO:87 is the HR2 of the MHPS5S5 target site.
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SEQ ID NO:88 is the HR1 of the MHP77 target site.

SEQ ID NO:89 is the HR2 of the MHP77 target site.

SEQ ID NO: 90 is the HR1 of the MHP1 target site.

SEQ ID NO:91: is the HR2 of the MHP1 target site.

SEQ ID NO:92 is the HR1 of the MHP32 target site.

SEQ ID NO:93 is the HR2 of the MHP32 target site.

SEQ ID NO:94 is the HR1 of the MHP42 target site.

SEQ ID NO:95 is the HR2 of the MHP42 target site.

SEQ ID NO:96 is the HR1 of the MHP67 target site.

SEQ ID NO:97 is the HR2 of the MHP67 target site.

SEQ ID NO:98 is the HR1 of the MHP98 target site.

SEQ ID NO:99 is the HR2 of the MHP98 target site.

SEQ ID NO:100 is the HR1 of the MHP107 target site.

SEQ ID NO:101 is the HR2 of the MHP107 target site.

SEQ ID NO:102 is the HR1 of the MHP115 target site.

SEQ ID NO:103 is the HR2 of the MHP115 target site.

SEQ ID NO:104 is the nucleotide sequence of the plasmid
PHP44285 (MHP14 and donor DNA).

SEQ ID NO:105 is the nucleotide sequence of the plasmid
PHP44779 (MHP14+ and donor DNA).

SEQ ID NO:106 is the nucleotide sequence of the
MHP14TS probe.

SEQ ID NO:107 is the nucleotide sequence of the
MHPTS14TS_Forward_MGB primer.

SEQ ID NO:108 is the nucleotide sequence of the
MHPTS14TS_Reverse_ MGB primer.

SEQ ID NO:109 is the nucleotide sequence of the primer
146775 on genomic HR1 side.

SEQ ID NO:110 is the nucleotide sequence of the primer
146773 on vector HR1 side.

SEQ ID NO:111 is the nucleotide sequence of the primer
146772 on genomic HR2 side.

SEQ ID NO:112 is the nucleotide sequence of the primer
146778 on vector HR2 side.

SEQ ID NO:113 is the nucleotide sequence of the primer
mopatF2.

SEQ ID NO:114 is the nucleotide sequence of the primer
mopatR2.

SEQ ID NO:115 is the nucleotide sequence of the
MHPSS5TS probe sequence.

SEQ ID NO:116 is the nucleotide
MHPTSS55_Forward_ MGB primer.

SEQ ID NO:117 is the nucleotide
MHPS55TS_Reverse_ MGB primer.

SEQ ID NO:118 is the nucleotide
MHP77TS probe.

SEQ ID NO:119 is the nucleotide
MHP77TS_Forward_MGB primer.

SEQ ID NO:120 is the nucleotide
MHP77TS_Reverse_ MGB primer.

sequence of the

sequence of the

sequence of the

sequence of the

sequence of the

DETAILED DESCRIPTION OF THE
INVENTION

All publications and patent applications mentioned in the
specification are indicative of the level of those skilled in the
art to which this invention pertains. All publications and
patent applications are herein incorporated by reference to
the same extent as if each individual publication or patent
application was specifically and individually indicated to be
incorporated by reference.

As used herein and in the appended claims, the singular
forms “a”, “an”, and “the” include plural reference unless
the context clearly dictates otherwise. Thus, for example,
reference to “a plant” includes a plurality of such plants;
reference to “a cell” includes one or more cells and equiva-
lents thereof known to those skilled in the art, and so forth.
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In the context of this disclosure, a number of terms and
abbreviations are used. The following definitions are pro-
vided.

As used herein a “complex transgenic trait locus” (plural:
“complex transgenic trait loci”) is a chromosomal segment
within a genomic region of interest that comprises at least
two altered target sequences that are genetically linked to
each other and can also comprise one or more polynucle-
otides of interest as described hereinbelow. Each of the
altered target sequences in the complex transgenic trait locus
originates from a corresponding target sequence that was
altered, for example, by a mechanism involving a double-
strand break within the target sequence that was induced by
a double-strand break-inducing agent of the invention. In
certain embodiments of the invention, the altered target
sequences comprise a transgene.

As used herein, a “genomic region of interest” is a
segment of a chromosome in the genome of a plant that is
desirable for producing a complex transgenic trait locus or
the segment of a chromosome comprising a complex trans-
genic trait locus that was produced by the methods of the
invention. The genomic region of interest can include, for
example, one or more polynucleotides of interest prior to
producing a complex transgenic trait locus therein. Gener-
ally, a genomic region of interest of the present invention
comprises a segment of chromosome that is 0-15 cM.

The term “recognition sequence” or “recognition site” as
used herein refers to a DNA sequence at which a double-
strand break is induced in the plant cell genome by a
double-strand break inducing agent. The terms “recognition
sequence” and “recognition site” are used interchangeably
herein.

The terms “target site”, “target sequence”, “target locus”,
“genomic target site”, “‘genomic target sequence”, and
“genomic target locus” as used interchangeably herein refer
to a polynucleotide sequence in the genome of a plant cell
that comprises a recognition sequence for a double-strand
break inducing agent.

An “artificial target sequence” is a target sequence that
has been introduced into the genome of a plant. Such an
artificial target sequence can be identical in sequence to an
endogenous or native target sequence in the genome of a
plant but be located in a different position (i.e., a non-
endogenous or non-native position) in the genome of a plant.

The terms “endogenous target sequence” and “native
target sequence” are used interchangeable herein to refer to
a target sequence that is endogenous or native to the genome
of'a plant and is at the endogenous or native position of that
target sequence in the genome of the plant.

An “altered target sequence” refers to a target sequence as
disclosed herein that comprises at least one alteration of the
invention when compared to non-altered target sequence.
Such “alterations” of the invention include, for example: (i)
replacement of at least one nucleotide, (ii) a deletion of at
least one nucleotide, (iii) an insertion of at least one nucleo-
tide, or (iv) any combination of (i)-(iii).

The term “double-strand-break-inducing agent” as used
herein refers to any nuclease which produces a double-
strand break in the target sequence. Producing the double-
strand break in a target sequence or other DNA can be
referred to herein as “cutting” or “cleaving” the target
sequence or other DNA. In some embodiments of the
invention, the double-strand-break-inducing agent has been
engineered (or modified) to cut a specific endogenous target
sequence, wherein the endogenous target sequence prior to
being cut by the engineered double-strand-break-inducing
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agent was not a sequence that would have been recognized
by a native (non-engineered or non-modified) double-
strand-break-inducing agent.

As used herein, “physically linked,” “in physical link-
age”, and “genetically linked” are used to refer to any two
or more genes, transgenes, native genes, mutated genes,
alterations, target sites, markers, and the like that are part of
the same DNA molecule or chromosome.

As used herein, a “polynucleotide of interest” within a
genomic region of interest is any coding and/or non-coding
portion of the genomic region of interest including, but not
limited to, a transgene, a native gene, a mutated gene, and a
genetic marker such as, for example, a single nucleotide
polymorphism (SNP) marker and a simple sequence repeat
(SSR) marker.

“Open reading frame” is abbreviated ORF.

As used herein, “nucleic acid” means a polynucleotide
and includes a single or a double-stranded polymer of
deoxyribonucleotide or ribonucleotide bases. Nucleic acids
may also include fragments and modified nucleotides. Thus,
the terms “polynucleotide”, “nucleic acid sequence”,
“nucleotide sequence” and “nucleic acid fragment” are used
interchangeably to denote a polymer of RNA and/or DNA
that is single- or double-stranded, optionally containing
synthetic, non-natural, or altered nucleotide bases. Nucleo-
tides (usually found in their 5'-monophosphate form) are
referred to by their single letter designation as follows: “A”
for adenosine or deoxyadenosine (for RNA or DNA, respec-
tively), “C” for cytosine or deoxycytosine, “G” for guanos-
ine or deoxyguanosine, “U” for uridine, “T” for deoxythy-
midine, “R” for purines (A or G), “Y” for pyrimidines (C or
T), “K” for G or T, “H” for A or C or T, “I” for inosine, and
“N” for any nucleotide.

The terms “subfragment that is functionally equivalent”
and “functionally equivalent subfragment” are used inter-
changeably herein. These terms refer to a portion or subse-
quence of an isolated nucleic acid fragment in which the
ability to alter gene expression or produce a certain pheno-
type is retained whether or not the fragment or subfragment
encodes an active enzyme. For example, the fragment or
subfragment can be used in the design of chimeric genes to
produce the desired phenotype in a transformed plant. Chi-
meric genes can be designed for use in suppression by
linking a nucleic acid fragment or subfragment thereof,
whether or not it encodes an active enzyme, in the sense or
antisense orientation relative to a plant promoter sequence.

The term “conserved domain” or “motif” means a set of
amino acids conserved at specific positions along an aligned
sequence of evolutionarily related proteins. While amino
acids at other positions can vary between homologous
proteins, amino acids that are highly conserved at specific
positions indicate amino acids that are essential to the
structure, the stability, or the activity of a protein. Because
they are identified by their high degree of conservation in
aligned sequences of a family of protein homologues, they
can be used as identifiers, or “signatures”, to determine if a
protein with a newly determined sequence belongs to a
previously identified protein family.

Polynucleotide and polypeptide sequences, variants
thereof, and the structural relationships of these sequences
can be described by the terms “homology”, “homologous”,
“substantially identical”, “substantially similar” and “corre-
sponding substantially” which are used interchangeably
herein. These refer to polypeptide or nucleic acid fragments
wherein changes in one or more amino acids or nucleotide
bases do not affect the function of the molecule, such as the
ability to mediate gene expression or to produce a certain
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phenotype. These terms also refer to modification(s) of
nucleic acid fragments that do not substantially alter the
functional properties of the resulting nucleic acid fragment
relative to the initial, unmodified fragment. These modifi-
cations include deletion, substitution, and/or insertion of one
or more nucleotides in the nucleic acid fragment.

Substantially similar nucleic acid sequences encompassed
may be defined by their ability to hybridize (under moder-
ately stringent conditions, e.g., 0.5xSSC, 0.1% SDS, 60° C.)
with the sequences exemplified herein, or to any portion of
the nucleotide sequences disclosed herein and which are
functionally equivalent to any of the nucleic acid sequences
disclosed herein. Stringency conditions can be adjusted to
screen for moderately similar fragments, such as homolo-
gous sequences from distantly related organisms, to highly
similar fragments, such as genes that duplicate functional
enzymes from closely related organisms. Post-hybridization
washes determine stringency conditions.

The term “selectively hybridizes” includes reference to
hybridization, under stringent hybridization conditions, of a
nucleic acid sequence to a specified nucleic acid target
sequence to a detectably greater degree (e.g., at least 2-fold
over background) than its hybridization to non-target nucleic
acid sequences and to the substantial exclusion of non-target
nucleic acids. Selectively hybridizing sequences typically
have about at least 80% sequence identity, or 90% sequence
identity, up to and including 100% sequence identity (i.e.,
fully complementary) with each other.

The term “stringent conditions” or “stringent hybridiza-
tion conditions” includes reference to conditions under
which a probe will selectively hybridize to its target
sequence in an in vitro hybridization assay. Stringent con-
ditions are sequence-dependent and will be different in
different circumstances. By controlling the stringency of the
hybridization and/or washing conditions, target sequences
can be identified which are 100% complementary to the
probe (homologous probing). Alternatively, stringency con-
ditions can be adjusted to allow some mismatching in
sequences so that lower degrees of similarity are detected
(heterologous probing). Generally, a probe is less than about
1000 nucleotides in length, optionally less than 500 nucleo-
tides in length.

Typically, stringent conditions will be those in which the
salt concentration is less than about 1.5 M Na ion, typically
about 0.01 to 1.0 M Na ion concentration (or other salt(s))
at pH 7.0 to 8.3, and at least about 30° C. for short probes
(e.g., 10 to 50 nucleotides) and at least about 60° C. for long
probes (e.g., greater than 50 nucleotides). Stringent condi-
tions may also be achieved with the addition of destabilizing
agents such as formamide. Exemplary low stringency con-
ditions include hybridization with a buffer solution of 30 to
35% formamide, 1 M NaCl, 1% SDS (sodium dodecyl
sulphate) at 37° C., and a wash in 1x to 2xSSC (20xSSC=3.0
M NaCl/0.3 M trisodium citrate) at 50 to 55° C. Exemplary
moderate stringency conditions include hybridization in 40
to 45% formamide, 1 M NaCl, 1% SDS at 37° C., and a wash
in 0.5x to 1xSSC at 55 to 60° C. Exemplary high stringency
conditions include hybridization in 50% formamide, 1 M
NaCl, 1% SDS at 37° C., and a wash in 0.1xSSC at 60 to 65°
C.

Specificity is typically the function of post-hybridization
washes, the critical factors being the ionic strength and
temperature of the final wash solution. For DNA-DNA
hybrids, the T,, can be approximated from the equation of
Meinkoth et al., (1984) Aral Biochem 138:267-284:
T,=81.5° C.+16.6 (log M)+0.41 (% GC)-0.61 (% form)-
500/L; where M is the molarity of monovalent cations, %
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GC is the percentage of guanosine and cytosine nucleotides
in the DNA, % form is the percentage of formamide in the
hybridization solution, and L is the length of the hybrid in
base pairs. The T,, is the temperature (under defined ionic
strength and pH) at which 50% of a complementary target
sequence hybridizes to a perfectly matched probe. T,, is
reduced by about 1° C. for each 1% of mismatching; thus,
T,,, hybridization and/or wash conditions can be adjusted to
hybridize to sequences of the desired identity. For example,
if sequences with 90% identity are sought, the T,, can be
decreased 10° C. Generally, stringent conditions are selected
to be about 5° C. lower than the thermal melting point (T,,)
for the specific sequence and its complement at a defined
ionic strength and pH. However, severely stringent condi-
tions can utilize a hybridization and/or wash at 1, 2, 3 or 4°
C. lower than the thermal melting point (T,,); moderately
stringent conditions can utilize a hybridization and/or wash
at 6,7, 8, 9 or 10° C. lower than the thermal melting point
(T,.); low stringency conditions can utilize a hybridization
and/or wash at 11, 12, 13, 14, 15 or 20° C. lower than the
thermal melting point (T,,). Using the equation, hybridiza-
tion and wash compositions, and desired T,, those of
ordinary skill will understand that variations in the strin-
gency of hybridization and/or wash solutions are inherently
described. If the desired degree of mismatching results in a
T,, of less than 45° C. (aqueous solution) or 32° C. (forma-
mide solution) it is preferred to increase the SSC concen-
tration so that a higher temperature can be used. An exten-
sive guide to the hybridization of nucleic acids is found in
Tijssen, Laboratory Techniques in Biochemistry and
Molecular Biology-Hybridization with Nucleic Acid Probes,
Part 1, Chapter 2 “Overview of principles of hybridization
and the strategy of nucleic acid probe assays”, Elsevier, New
York (1993); and Current Protocols in Molecular Biology,
Chapter 2, Ausubel et al., Eds., Greene Publishing and
Wiley-Interscience, New York (1995). Hybridization and/or
wash conditions can be applied for at least 10, 30, 60, 90,
120 or 240 minutes.

“Sequence identity” or “identity” in the context of nucleic
acid or polypeptide sequences refers to the nucleic acid
bases or amino acid residues in two sequences that are the
same when aligned for maximum correspondence over a
specified comparison window.

The term “percentage of sequence identity” refers to the
value determined by comparing two optimally aligned
sequences over a comparison window, wherein the portion
of the polynucleotide or polypeptide sequence in the com-
parison window may comprise additions or deletions (i.e.,
gaps) as compared to the reference sequence (which does
not comprise additions or deletions) for optimal alignment
of the two sequences. The percentage is calculated by
determining the number of positions at which the identical
nucleic acid base or amino acid residue occurs in both
sequences to yield the number of matched positions, divid-
ing the number of matched positions by the total number of
positions in the window of comparison and multiplying the
results by 100 to yield the percentage of sequence identity.
Useful examples of percent sequence identities include, but
are not limited to, 50%, 55%, 60%, 65%, 70%, 75%, 80%,
85%, 90% or 95%, or any integer percentage from 50% to
100%. These identities can be determined using any of the
programs described herein.

Sequence alignments and percent identity or similarity
calculations may be determined using a variety of compari-
son methods designed to detect homologous sequences
including, but not limited to, the MegAlign™ program of the
LASERGENE bioinformatics computing suite (DNASTAR
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Inc., Madison, WI). Within the context of this application it
will be understood that where sequence analysis software is
used for analysis, that the results of the analysis will be
based on the “default values” of the program referenced,
unless otherwise specified. As used herein “default values”
will mean any set of values or parameters that originally load
with the software when first initialized.

The “Clustal V method of alignment” corresponds to the
alignment method labeled Clustal V (described by Higgins
and Sharp, (1989) CABIOS 5:151-153; Higgins et al., (1992)
Comput Appl Biosci 8:189-191) and found in the MegA-
lign™ program of the LASERGENE bioinformatics com-
puting suite (DNASTAR Inc., Madison, WI). For multiple
alignments, the default values correspond to GAP PEN-
ALTY=10 and GAP LENGTH PENALTY=10. Default
parameters for pairwise alignments and calculation of per-
cent identity of protein sequences using the Clustal method
are KTUPLE=1, GAP PENALTY=3, WINDOW=5 and
DIAGONALS SAVED=S5. For nucleic acids these param-
eters are KTUPLE=2, GAP PENALTY=5, WINDOW=4
and DIAGONALS SAVED=4. After alignment of the
sequences using the Clustal V program, it is possible to
obtain a “percent identity” by viewing the “sequence dis-
tances” table in the same program.

The “Clustal W method of alignment™ corresponds to the
alignment method labeled Clustal W (described by Higgins
and Sharp, (1989) CABIOS 5:151-153; Higgins et al., (1992)
Comput Appl Biosci 8:189-191) and found in the MegA-
lign™ v6.1 program of the LASERGENE bioinformatics
computing suite (DNASTAR Inc., Madison, WI). Default
parameters for multiple alignment (GAP PENALTY=10,
GAP LENGTH PENALTY=0.2, Delay Divergen Seqs
(%)=30, DNA Transition Weight=0.5, Protein Weight
Matrix=Gonnet Series, DNA Weight Matrix=IUB). After
alignment of the sequences using the Clustal W program, it
is possible to obtain a “percent identity” by viewing the
“sequence distances” table in the same program.

Unless otherwise stated, sequence identity/similarity val-
ues provided herein refer to the value obtained using GAP
Version 10 (GCG, Accelrys, San Diego, CA) using the
following parameters: % identity and % similarity for a
nucleotide sequence using a gap creation penalty weight of
50 and a gap length extension penalty weight of 3, and the
nwsgapdna.cmp scoring matrix; % identity and % similarity
for an amino acid sequence using a GAP creation penalty
weight of 8 and a gap length extension penalty of 2, and the
BLOSUMBG62 scoring matrix (Henikoff and Henikoff, (1989)
Proc. Natl. Acad. Sci. USA 89:10915). GAP uses the algo-
rithm of Needleman and Wunsch, (1970) J Mol Biol 48:443-
53, to find an alignment of two complete sequences that
maximizes the number of matches and minimizes the num-
ber of gaps. GAP considers all possible alignments and gap
positions and creates the alignment with the largest number
of matched bases and the fewest gaps, using a gap creation
penalty and a gap extension penalty in units of matched
bases.

BLAST® is a searching algorithm provided by the
National Center for Biotechnology Information (NCBI)
used to find regions of similarity between biological
sequences. The program compares nucleotide or protein
sequences to sequence databases and calculates the statisti-
cal significance of matches to identify sequences having
sufficient similarity to a query sequence such that the simi-
larity would not be predicted to have occurred randomly.
BLAST® reports the identified sequences and their local
alignment to the query sequence.
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It is well understood by one skilled in the art that many
levels of sequence identity are useful in identifying poly-
peptides from other species or modified naturally or syn-
thetically wherein such polypeptides have the same or
similar function or activity. Useful examples of percent
identities include, but are not limited to, 50%, 55%, 60%,
65%, 70%, 75%, 80%, 85%, 90% or 95%, or any integer
percentage from 50% to 100%. Indeed, any integer amino
acid identity from 50% to 100% may be useful in describing
the present invention, such as 51%, 52%, 53%, 54%, 55%,
56%, 57%, 58%, 59%, 60%, 61%, 62%, 63%, 64%, 65%,
66%, 67%, 68%, 69%, 70%, 71%, 72%, 73%, 74%, 75%,
76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 85%,
86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98% or 99%.

“Gene” refers to a nucleic acid fragment that expresses a
specific protein, including regulatory sequences preceding
(5' non-coding sequences) and following (3' non-coding
sequences) the coding sequence. “Native gene” refers to a
gene as found in nature with its own regulatory sequences.
“Chimeric gene” refers to any gene that is not a native gene,
comprising regulatory and coding sequences that are not
found together in nature. Accordingly, a chimeric gene may
comprise regulatory sequences and coding sequences that
are derived from different sources, or regulatory sequences
and coding sequences derived from the same source, but
arranged in a manner different than that found in nature, or
at a different genetic locus than that found in nature. A
“foreign” gene refers to a gene not normally found in the
host organism, but that is introduced into the host organism
by gene transfer. Foreign genes can comprise native genes
inserted into a non-native organism, or chimeric genes.

A “mutated gene” is a native gene that has been altered
through human intervention. Such a “mutated gene” has a
sequence that differs from the sequence of the corresponding
native gene by at least one nucleotide addition, deletion, or
substitution. In certain embodiments of the invention, the
mutated gene comprises an alteration that results from a
double-strand-break-inducing agent as disclosed herein.

A “transgene” is a gene that has been introduced into the
genome by a transformation procedure. A transgene can, for
example encode one or more proteins or RNA that is not
translated into protein. However, a transgene of the inven-
tion need not encode a protein and/or non-translated RNA.
In certain embodiments of the invention, the transgene
comprises one or more chimeric genes, including chimeric
genes comprising, for example, a gene of interest, pheno-
typic marker, a selectable marker, and a DNA for gene
silencing.

As used herein, a “targeted mutation” is mutation in a
native gene that was made by altering a target sequence
within the native gene using a method involving a double-
strand-break-inducing agent that is capable of inducing a
double-strand break in the DNA of the target sequence as
disclosed herein or known in the art.

The term “genome”™ as it applies to a plant cells encom-
passes not only chromosomal DNA found within the
nucleus, but organelle DNA found within subcellular com-
ponents (e.g., mitochondria, or plastid) of the cell.

A “codon-modified gene” or “codon-preferred gene” or
“codon-optimized gene” is a gene having its frequency of
codon usage designed to mimic the frequency of preferred
codon usage of the host cell.

An “allele” is one of several alternative forms of a gene
occupying a given locus on a chromosome. When all the
alleles present at a given locus on a chromosome are the
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same, that plant is homozygous at that locus. If the alleles
present at a given locus on a chromosome differ, that plant
is heterozygous at that locus.

“Coding sequence” refers to a polynucleotide sequence
which codes for a specific amino acid sequence. “Regulatory
sequences” refer to nucleotide sequences located upstream
(5" non-coding sequences), within, or downstream (3' non-
coding sequences) of a coding sequence, and which influ-
ence the transcription, RNA processing or stability, or trans-
lation of the associated coding sequence. Regulatory
sequences may include, but are not limited to: promoters,
translation leader sequences, 5' untranslated sequences, 3'
untranslated sequences, introns, polyadenylation recogni-
tion sequences, RNA processing sites, effector binding sites,
and stem-loop structures.

“A plant-optimized nucleotide sequence” is nucleotide
sequence that has been optimized for increased expression in
plants, particularly for increased expression in plants or in
one or more plants of interest. For example, a plant-opti-
mized nucleotide sequence can be synthesized by moditying
a nucleotide sequence encoding a protein such as, for
example, double-strand-break-inducing agent (e.g., an endo-
nuclease) as disclosed herein, using one or more plant-
preferred codons for improved expression. See, for example,
Campbell and Gowri (1990) Plant Physiol. 92:1-11 for a
discussion of host-preferred codon usage. Methods are
available in the art for synthesizing plant-preferred genes.
See, for example, U.S. Pat. Nos. 5,380,831, and 5,436,391,
and Murray et al. (1989) Nucleic Acids Res. 17:477-498,
herein incorporated by reference. Additional sequence modi-
fications are known to enhance gene expression in a plant
host. These include, for example, elimination of: one or
more sequences encoding spurious polyadenylation signals,
one or more exon-intron splice site signals, one or more
transposon-like repeats, and other such well-characterized
sequences that may be deleterious to gene expression. The
G-C content of the sequence may be adjusted to levels
average for a given plant host, as calculated by reference to
known genes expressed in the host plant cell. When possible,
the sequence is modified to avoid one or more predicted
hairpin secondary mRNA structures. Thus, “a plant-opti-
mized nucleotide sequence” of the present invention com-
prises one or more of such sequence modifications.

“Promoter” refers to a DNA sequence capable of control-
ling the expression of a coding sequence or functional RNA.
The promoter sequence consists of proximal and more distal
upstream elements, the latter elements often referred to as
enhancers. An “enhancer” is a DNA sequence that can
stimulate promoter activity, and may be an innate element of
the promoter or a heterologous element inserted to enhance
the level or tissue-specificity of a promoter. Promoters may
be derived in their entirety from a native gene, or be
composed of different elements derived from different pro-
moters found in nature, and/or comprise synthetic DNA
segments. It is understood by those skilled in the art that
different promoters may direct the expression of a gene in
different tissues or cell types, or at different stages of
development, or in response to different environmental
conditions. It is further recognized that since in most cases
the exact boundaries of regulatory sequences have not been
completely defined, DNA fragments of some variation may
have identical promoter activity. Promoters that cause a gene
to be expressed in most cell types at most times are com-
monly referred to as “constitutive promoters”. New promot-
ers of various types useful in plant cells are constantly being
discovered; numerous examples may be found in the com-
pilation by Okamuro and Goldberg, (1989) In The Biochem-
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istry of Plants, Vol. 115, Stumpt and Conn, eds (New York,
NY: Academic Press), pp. 1-82.

“Translation leader sequence” refers to a polynucleotide
sequence located between the promoter sequence of a gene
and the coding sequence. The translation leader sequence is
present in the fully processed mRNA upstream of the
translation start sequence. The translation leader sequence
may affect processing of the primary transcript to mRNA,
mRNA stability or translation efficiency. Examples of trans-
lation leader sequences have been described (e.g., Turner
and Foster, (1995) Mol Biotechnol 3:225-236).

“3' non-coding sequences”, “transcription terminator” or
“termination sequences” refer to DNA sequences located
downstream of a coding sequence and include polyade-
nylation recognition sequences and other sequences encod-
ing regulatory signals capable of affecting mRNA process-
ing or gene expression. The polyadenylation signal is
usually characterized by affecting the addition of polyade-
nylic acid tracts to the 3' end of the mRNA precursor. The
use of different 3' non-coding sequences is exemplified by
Ingelbrecht et al., (1989) Plant Cell 1:671-680.

“RNA transcript” refers to the product resulting from
RNA polymerase-catalyzed transcription of a DNA
sequence. When the RNA transcript is a perfect comple-
mentary copy of the DNA sequence, it is referred to as the
primary transcript. A RNA transcript is referred to as the
mature RNA when it is a RNA sequence derived from
post-transcriptional processing of the primary transcript.
“Messenger RNA” or “mRNA” refers to the RNA that is
without introns and that can be translated into protein by the
cell. “cDNA” refers to a DNA that is complementary to, and
synthesized from, a mRNA template using the enzyme
reverse transcriptase. The cDNA can be single-stranded or
converted into double-stranded form using the Klenow
fragment of DNA polymerase 1. “Sense” RNA refers to RNA
transcript that includes the mRNA and can be translated into
protein within a cell or in vitro. “Antisense RNA” refers to
an RNA transcript that is complementary to all or part of a
target primary transcript or mRNA, and that blocks the
expression of a target gene (see, e.g., U.S. Pat. No. 5,107,
065). The complementarity of an antisense RNA may be
with any part of the specific gene transcript, i.e., at the §'
non-coding sequence, 3' non-coding sequence, introns, or
the coding sequence. “Functional RNA” refers to antisense
RNA, ribozyme RNA, or other RNA that may not be
translated but yet has an effect on cellular processes. The
terms “complement” and “reverse complement” are used
interchangeably herein with respect to mRNA transcripts,
and are meant to define the antisense RNA of the message.

The term “operably linked” refers to the association of
nucleic acid sequences on a single nucleic acid fragment so
that the function of one is regulated by the other. For
example, a promoter is operably linked with a coding
sequence when it is capable of regulating the expression of
that coding sequence (i.e., the coding sequence is under the
transcriptional control of the promoter). Coding sequences
can be operably linked to regulatory sequences in a sense or
antisense orientation. In another example, the complemen-
tary RNA regions can be operably linked, either directly or
indirectly, 5' to the target mRNA, or 3' to the target mRNA,
or within the target mRNA, or a first complementary region
is 5' and its complement is 3' to the target mRNA.

Standard recombinant DNA and molecular cloning tech-
niques used herein are well known in the art and are
described more fully in Sambrook et al., Molecular Cloning:
A Laboratory Manual; Cold Spring Harbor Laboratory:
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Cold Spring Harbor, NY (1989). Transformation methods
are well known to those skilled in the art and are described
infra.

“PCR” or “polymerase chain reaction” is a technique for
the synthesis of specific DNA segments and consists of a
series of repetitive denaturation, annealing, and extension
cycles. Typically, a double-stranded DNA is heat denatured,
and two primers complementary to the 3' boundaries of the
target segment are annealed to the DNA at low temperature,
and then extended at an intermediate temperature. One set of
these three consecutive steps is referred to as a “cycle”.

The term “recombinant” refers to an artificial combination
of two otherwise separated segments of sequence, e.g., by
chemical synthesis, or manipulation of isolated segments of
nucleic acids by genetic engineering techniques.

The terms “plasmid”, “vector” and “cassette” refer to an
extra chromosomal element often carrying genes that are not
part of the central metabolism of the cell, and usually in the
form of double-stranded DNA. Such elements may be
autonomously replicating sequences, genome integrating
sequences, phage, or nucleotide sequences, in linear or
circular form, of a single- or double-stranded DNA or RNA,
derived from any source, in which a number of nucleotide
sequences have been joined or recombined into a unique
construction which is capable of introducing a polynucle-
otide of interest into a cell. “Transformation cassette” refers
to a specific vector containing a foreign gene and having
elements in addition to the foreign gene that facilitates
transformation of a particular host cell. “Expression cas-
sette” refers to a specific vector containing a foreign gene
and having elements in addition to the foreign gene that
allow for expression of that gene in a foreign host.

The terms “recombinant DNA molecule”, “recombinant
construct”, “expression construct”, “chimeric construct”,
“construct”, and “recombinant DNA construct” are used
interchangeably herein. A recombinant construct comprises
an artificial combination of nucleic acid fragments, e.g.,
regulatory and coding sequences that are not all found
together in nature. For example, a chimeric construct may
comprise regulatory sequences and coding sequences that
are derived from different sources, or regulatory sequences
and coding sequences derived from the same source, but
arranged in a manner different than that found in nature.
Such a construct may be used by itself or may be used in
conjunction with a vector. If a vector is used, then the choice
of vector is dependent upon the method that will be used to
transform host cells as is well known to those skilled in the
art. For example, a plasmid vector can be used. The skilled
artisan is well aware of the genetic elements that must be
present on the vector in order to successfully transform,
select and propagate host cells. The skilled artisan will also
recognize that different independent transformation events
may result in different levels and patterns of expression
(Jones et al., (1985) EMBO J 4:2411-2418; De Almeida et
al., (1989) Mol Gen Genetics 218:78-86), and thus that
multiple events are typically screened in order to obtain lines
displaying the desired expression level and pattern. Such
screening may be accomplished standard molecular biologi-
cal, biochemical, and other assays including Southern analy-
sis of DNA, Northern analysis of mRNA expression, PCR,
real time quantitative PCR (qPCR), reverse transcription
PCR (RT-PCR), immunoblotting analysis of protein expres-
sion, enzyme or activity assays, and/or phenotypic analysis.

The term “expression”, as used herein, refers to the
production of a functional end-product (e.g., an mRNA or a
protein) in either precursor or mature form.
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The term “introduced” means providing a nucleic acid
(e.g., expression construct) or protein into a cell. Introduced
includes reference to the incorporation of a nucleic acid into
a eukaryotic or prokaryotic cell where the nucleic acid may
be incorporated into the genome of the cell, and includes
reference to the transient provision of a nucleic acid or
protein to the cell. Introduced includes reference to stable or
transient transformation methods, as well as sexually cross-
ing. Thus, “introduced” in the context of inserting a nucleic
acid fragment (e.g., a recombinant DNA construct/expres-
sion construct) into a cell, means “transfection” or “trans-
formation” or “transduction” and includes reference to the
incorporation of a nucleic acid fragment into a eukaryotic or
prokaryotic cell where the nucleic acid fragment may be
incorporated into the genome of the cell (e.g., chromosome,
plasmid, plastid, or mitochondrial DNA), converted into an
autonomous replicon, or transiently expressed (e.g., trans-
fected mRNA).

“Mature” protein refers to a post-translationally processed
polypeptide (i.e., one from which any pre- or propeptides
present in the primary translation product have been
removed). “Precursor” protein refers to the primary product
of translation of mRNA (i.e., with pre- and propeptides still
present). Pre- and propeptides may be but are not limited to
intracellular localization signals.

“Stable transformation” refers to the transfer of a nucleic
acid fragment into a genome of a host organism, including
both nuclear and organellar genomes, resulting in geneti-
cally stable inheritance. In contrast, “transient transforma-
tion” refers to the transfer of a nucleic acid fragment into the
nucleus, or other DNA-containing organelle, of a host organ-
ism resulting in gene expression without integration or
stable inheritance. Host organisms containing the trans-
formed nucleic acid fragments are referred to as “trans-
genic” organisms.

As used herein, “transgenic” refers to a plant or a cell
which comprises within its genome a heterologous poly-
nucleotide. Typically, the heterologous polynucleotide is
stably integrated within the genome such that the polynucle-
otide is passed on to successive generations. The heterolo-
gous polynucleotide may be integrated into the genome
alone or as part of an expression construct. Transgenic is
used herein to include any cell, cell line, callus, tissue, plant
part or plant, the genotype of which has been altered by the
presence of heterologous nucleic acid including those trans-
genics initially so altered as well as those created by sexual
crosses or asexual propagation from the initial transgenic.
The term “transgenic” as used herein does not encompass
the alteration of the genome (chromosomal or extra-chro-
mosomal) by conventional plant breeding methods or by
naturally occurring events such as random cross-fertiliza-
tion, non-recombinant viral infection, non-recombinant bac-
terial transformation, non-recombinant transposition, or
spontaneous mutation.

The term “plant” refers to whole plants, plant organs,
plant tissues, seeds, plant cells, seeds and progeny of the
same. Plant cells include, without limitation, cells from
seeds, suspension cultures, embryos, meristematic regions,
callus tissue, leaves, roots, shoots, gametophytes, sporo-
phytes, pollen and microspores. Plant parts include differ-
entiated and undifferentiated tissues including, but not lim-
ited to roots, stems, shoots, leaves, pollens, seeds, tumor
tissue and various forms of cells and culture (e.g., single
cells, protoplasts, embryos, and callus tissue). The plant
tissue may be in plant or in a plant organ, tissue or cell
culture. The term “plant organ” refers to plant tissue or a
group of tissues that constitute a morphologically and func-
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tionally distinct part of a plant. The term “genome” refers to
the entire complement of genetic material (genes and non-
coding sequences) that is present in each cell of an organism,
or virus or organelle; and/or a complete set of chromosomes
inherited as a (haploid) unit from one parent. “Progeny”
comprises any subsequent generation of a plant.

A “fertile plant” is a plant that is capable of producing a
progeny plant. In certain embodiments of the invention, a
fertile plant is a plant that produces viable male and female
gametes and is self fertile. Such a self-fertile plant can
produce a progeny plant without the contribution from any
other plant of a gamete and the genetic material contained
therein. Other embodiments of the invention can involve the
use of a plant that is not self fertile because the plant does
not produce male or female gametes that are viable or
otherwise capable of fertilization. As used herein, a “male
sterile plant” is a plant that does not produce male gametes
that are viable or otherwise capable of fertilization. As used
herein, a “female sterile plant” is a plant that does not
produce female gametes that are viable or otherwise capable
of fertilization. It is recognized that male and female sterile
plants can be female and mail fertile, respectively. It is
further recognized that a male fertile (but female sterile)
plant can produce viable progeny when crossed with a
female fertile plant and that a female fertile (but male sterile)
plant can produce viable progeny when crossed with a male
fertile plant.

A “centimorgan” (cM) or “map unit” is the distance
between two linked genes, markers, target sites, loci, or any
pair thereof, wherein 1% of the products of meiosis are
recombinant. Thus, a centimorgan is equivalent to a distance
equal to an 1% average recombination frequency between
the two linked genes, markers, target sites, loci, or any pair
thereof.

The present invention finds use in the breeding of plants
comprising two to more transgenic traits. Currently, trans-
genic traits are randomly inserted throughout the plant
genome as a consequence of transformation systems based
on Agrobacterium, biolistics, or other commonly used pro-
cedures. More recently, gene targeting protocols have been
developed that enable directed transgene insertion. One
important technology, site-specific integration (SSI) enables
the targeting of a transgene to the same chromosomal
location as a previously inserted transgene. Custom-de-
signed meganucleases and custom-designed zinc finger
meganucleases allow researchers to design nucleases to
target specific chromosomal locations, and these reagents
allow the targeting of transgenes at the chromosomal site
cleaved by these nucleases.

As disclosed herein, nuclease-mediated gene targeting
can be used in methods for producing complex transgenic
trait loci comprising multiple transgenes. In one embodi-
ment of the invention, a complex transgenic trait locus is a
locus that has multiple transgenes genetically linked to each
other. By inserting independent transgenes within 1, 2 or
even 5 centimorgans (cM) from each other, the transgenes
can be bred as single genetic locus. FIG. 7 depicts the
process of how two traits could be integrated into the
genome at a genetic distance of, for example, 0.2 ¢cM from
each other in independent transformation runs or in sequen-
tial transformations (e.g., transformation and re-transforma-
tion). After selecting the events, plants containing the two
events can be crossed to form an F1 that contains the events
on different chromosomes. In progeny from these F1 (F2 or
BC1) %00 progeny would have the two different transgenes
recombined onto the same chromosome. The complex locus
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could then be bred as single genetic locus with both trans-
gene traits. This process could be repeated to stack as many
traits as desired.

The present invention provides methods for producing
complex transgenic trait loci at selected genomic regions to
simplify breeding with multiple transgenes. To initiate the
development of a complex transgenic trait locus, a region of
the genome is first selected. Second, the sequence of nearby
genomic regions is compiled and nuclease reagents designed
to facilitate targeting additional transgenes to those closely
linked sites. Subsequently, algorithms for nuclease design
such as, for example, those described in U.S. Patent Appli-
cation Publication No. 2007/0117128 A1 are used to select
potential target sites. Additional bioinformatic analysis such
as, for example, copy number of the site in the target
genome, location of the site relative to known gene coding
regions and other factors could be used to filter the sites to
a subset of preferred sites. Nucleases could then be used to
target new transgenes to these preferred sites using pub-
lished protocols See, for example, Halluin et al. (2008) Plant
Biotechnol. J. 6:93-102; Shukla et al. (2009) Nature doi:
10.1038/nature07992; Wright et al. Plant J. (2005) 44:693-
705; and WO 2009/006297); all of which are herein incor-
porated by reference.

In a first aspect, the present invention provides methods
for producing in a plant a complex transgenic trait locus
comprising at least two altered target sequences in a
genomic region of interest. In one embodiment, the methods
involve selecting a genomic region in a plant that comprises
a first target sequence and a second target sequence. Gen-
erally, the first target sequence and the second target
sequence are separated from each other by about 0.1, 0.2,
0.3,04,0.5,0.6,0.7,0.8,0.9, 1, 2, 3, 4, or 5 centimorgans
(cM) in the genome of the plant. In certain embodiments of
the invention, the first and second target sequences are
physically linked to a polynucleotide of interest such as, for
example, a transgene, native gene, or a gene with a targeted
mutation, that is within about 0.1, 0.2, 0.3, 0.4, 0.5, 0.6, 0.7,
08,09,1,2,3,4,5,6,7,8,9,10, 11, 12, 13, 14, 15, 16,
17, 18, 19, 20, or 21 cM of the first and/or the second target
sequence.

The methods of the invention further involve providing a
first double-strand-break-inducing agent and a second
double-strand-break-inducing agent. The first double-
strand-break-inducing agent is capable of inducing a first
double-strand break in DNA comprising the first target
sequence, and the second double-strand-break-inducing
agent is capable of inducing a second double-strand break in
DNA comprising the second target sequence. The methods
of'the invention do not depend on a particular double-strand-
break-inducing agent but only that the double-strand-break-
inducing agent is capable of inducing a double-strand break
in DNA in a target sequence of the invention. Any such
double-strand-break-inducing agent that is disclosed herein
or known in the art can be used in the methods of the present
invention.

Additionally, the methods involve contacting at least one
plant cell with the first double-strand-break-inducing agent,
identifying a cell comprising a first alteration at the first
target sequence, and then recovering a first fertile plant from
the cell comprising the first alteration. The first fertile plant
also comprises the first alteration. Additionally, the method
involves contacting at least one plant cell with the second
double-strand-break-inducing agent, identifying a cell com-
prising a second alteration at the second target sequence, and
then recovering a second fertile plant from the cell com-
prising the second alteration. The method further involves
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obtaining a fertile progeny plant from the second fertile
plant, wherein the fertile progeny plant comprises both the
first and second alterations in physical linkage.

In one embodiment of this method, the fertile progeny
plant is obtained by crossing the first fertile plant and the
second fertile plant and selecting for a fertile progeny plant
comprising both the first and second alterations in physical
linkage. In another embodiment, a cell of the first fertile
plant, or progeny thereof comprising the first alteration, is
contacted with the second double-strand-break-inducing
agent, and the second fertile plant comprises both the first
and second alterations, which may or may not be physically
linked. If necessary, the second fertile plant can be selfed
and a fertile progeny plant selected comprising both the first
and second alterations in physical linkage.

The first and second alterations are selected from the
group consisting of (i) replacement of at least one nucleo-
tide, (ii) a deletion of at least one nucleotide, (iii) an
insertion of at least one nucleotide, and (iv) any combination
of (1)-(ii1). In one embodiment of the invention, the first
and/or the second alterations comprise insertion of a DNA
sequence of interest including, but not limited to, a DNA for
gene silencing, a DNA encoding a phenotypic marker, and
a DNA encoding a protein providing an agronomic advan-
tage. In another embodiment, the first and/or the second
alterations comprise a targeted mutation in a native gene.

In a like manner, the methods disclosed herein can be used
to produce in a plant a complex transgenic trait locus
comprising 1, 2,3, 4,5,6,7, 8,9, 10, or more altered target
sequences in physical linkage in a genomic region of interest
comprising 1, 2, 3, 4, 5, 6, 7, 8, 9, 10, or more target
sequences of interest. Each additional target sequence of
interest in the genomic region of interest can be recognized
and cleaved by a double-strand-break-inducing agent essen-
tially as described above.

For example, a third DNA sequence of interest is inserted
into a third target sequence by contacting at least one cell of
a plant with a third double-strand-break-inducing agent and
a third DNA molecule comprising the DNA sequence of
interest, and then identifying a cell comprising the DNA
sequence of interest. The method can further comprising
recovering a fertile plant comprising the third DNA
sequence of interest. In one embodiment, the cell comprising
the third DNA sequence of interest comprises the first
alteration, the second alteration, or both the first alteration
and the second alteration. The method of the invention can
further comprising producing a fertile plant comprising the
first alteration, the second alteration, and the third DNA
sequence of interest in physical linkage. In another embodi-
ment, the fertile plant comprising the first alteration, the
second alteration, and the third DNA sequence of interest is
produced by crossing the fertile plant comprising the first
and second alterations with a second fertile plant comprising
the third DNA sequence of interest, and selecting a fertile
progeny plant from the crossing, wherein the fertile progeny
plant comprises the first alteration, the second alteration, and
the third DNA sequence of interest in physical linkage.

The fertile plant comprising the first alteration, the second
alteration, and the third DNA sequence of interest can be
produced, for example, by: (i) contacting a cell comprising
the first alteration and the second alteration with the third
double-strand-break-inducing agent; (ii) identifying a cell
from (i) comprising the third DNA sequence of interest,
wherein the cell comprises the first alteration and the second
alteration, and wherein the first alteration, the second altera-
tion, and the third DNA sequence of interest are physically
linked; and (iii) recovering a fertile plant comprising in
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physical linkage the first alteration, the second alteration,
and the third DNA sequence of interest.

In another embodiment of the invention, the methods for
producing in a plant a complex transgenic trait locus com-
prising at least two altered target sequences in a genomic
region of interest that involve obtaining a first fertile plant
comprising a first altered target site at the genomic region of
interest and a second fertile plant comprising a second
altered target site at the genomic region of interest. In this
method, the first altered target sequence originated from a
first target sequence that is recognized and cleaved by a first
double-strand-break-inducing agent, and the second altered
target sequence originated from a second target sequence
that is recognized and cleaved by a second double-strand-
break-inducing agent. The second method further involves
crossing the first fertile plant and the second fertile plant,
and then selecting from the crossing a fertile progeny plant
comprising the first alteration and the second alteration in
physical linkage.

The second method can optionally involve crossing the
fertile progeny plant with an additional fertile plant that
comprises at least a third altered target sequence in the
genomic region of interest and then selecting from the
crossing a fertile progeny plant comprising the first altera-
tion, the second and the at least third alteration in physical
linkage. Like the first and second altered target sequences,
the third altered target sequence originated from a third
target sequence that is recognized and cleaved by a third
double-strand-break-inducing agent. In a like manner, a
complex transgenic trait locus can be produced comprising
4,5, 6,7, 8,9, 10, or more altered target sequences in
physical linkage in the genomic region of interest.

In another aspect, the present invention provides complex
transgenic trait loci in plants as well as plants, plant parts,
plant cells, and seeds comprising at least one complex
transgenic trait locus of the invention. A complex transgenic
trait locus of the invention comprises at least two altered
target sequences that are genetically linked to a polynucle-
otide of interest. Such altered target sequences originated
from a corresponding target sequence that is recognized and
cleaved by a double-strand-break-inducing agent using, for
example, the methods disclosed herein. The altered target
sequences comprise an alteration such as, for example,
replacement of at least one nucleotide in the target sequence,
a deletion of at least one nucleotide in the target sequence,
an insertion of at least one nucleotide in the target sequence,
or any combination thereof. The polynucleotide interest can
be, for example, a transgene, a native gene, and a mutated
gene. The present invention provides plants, plant parts,
plant cells, and seeds comprising at least one complex
transgenic trait locus of the invention.

In one embodiment, a complex transgenic trait locus of
the invention comprises at least one altered target sequence
comprising a recombinant DNA molecule. Recombinant
DNA molecules of the invention include, but are not limited
to, a DNA for gene silencing, a DNA encoding a phenotypic
marker, and a DNA encoding a protein providing an agro-
nomic advantage.

Generally, each of the altered target sites of the complex
transgenic trait locus are located within about 0.1, 0.2, 0.3,
04,05,06,07,08,09,1,2,3,4,5,6,7,8,9, 10, 11, 12,
13, 14, 15,16, 17, 18, 19, 20, or 21 centimorgan (cM) of the
polynucleotide of interest.

The methods of the present invention involve the use of
one or more double-strand break inducing agents. A double-
strand break inducing agent of the present invention is any
agent that recognizes and/or binds to a specific polynucle-
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otide recognition sequence to produce a break in the target
sequence at or near the recognition sequence. Examples of
double-strand break inducing agents include, but are not
limited to, endonucleases, TAL effector nucleases, and zinc
finger nucleases, and include modified derivatives, variants,
and fragments thereof.

A recognition sequence is any polynucleotide sequence
that is specifically recognized and/or bound by a double-
strand break inducing agent. The length of the recognition
site sequence can vary, and includes, for example, sequences
that are at least 4, 6, 8, 10, 12, 14, 16, 18, 19, 20, 21, 22, 23,
24,25, 26,27, 28, 29, 30, 31, 32, 33, 34, 35, 36, 37, 38, 39,
40, 41, 42, 43, 44, 45, 46, 47, 48, 49, 50, 51, 52, 53, 54, 55,
56, 57, 58, 59, 60, 61, 62, 63, 64, 65, 66, 67, 68, 69, 70 or
more nucleotides in length.

It is possible that the recognition site could be palindro-
mic, that is, the sequence on one strand reads the same in the
opposite direction on the complementary strand. The nick/
cleavage site could be within the recognition sequence or the
nick/cleavage site could be outside of the recognition
sequence. In another variation, the cleavage could occur at
nucleotide positions immediately opposite each other to
produce a blunt end cut or, in other cases, the incisions could
be staggered to produce single-stranded overhangs, also
called “sticky ends”, which can be either 5' overhangs, or 3'
overhangs. The recognition sequence can be endogenous or
exogenous. When the recognition site is an endogenous
sequence, it may be a recognition sequence recognized by a
naturally-occurring, or native double-strand break inducing
agent. Alternatively, an endogenous recognition site could
be recognized and/or bound by a modified or engineered
double-strand break inducing agent designed or selected to
specifically recognize the endogenous recognition sequence
to produce a double-strand break. A modified double-strand
break inducing agent can be derived from a native, naturally-
occurring double-strand break inducing agent or it could be
artificially created or synthesized.

A variety of methods are available to identify those cells
having an altered genome at or near the recognition
sequence without using a screenable marker phenotype.
Such methods can be viewed as directly analyzing a recog-
nition sequence to detect any change in the recognition
sequence, including but not limited to PCR methods,
sequencing methods, nuclease digestion, Southern blots, and
any combination thereof.

Proteins may be altered in various ways including amino
acid substitutions, deletions, truncations, and insertions.
Methods for such manipulations are generally known. For
example, amino acid sequence variants of the protein(s) can
be prepared by mutations in the DNA. Methods for muta-
genesis and nucleotide sequence alterations include, for
example, Kunkel, (1985) Proc. Natl. Acad. Sci. USA 82:488-
92; Kunkel et al., (1987) Meth Enzymol 154:367-82; U.S.
Pat. No. 4,873,192; Walker and Gaastra, eds. (1983) Tech-
niques in Molecular Biology (MacMillan Publishing Com-
pany, New York) and the references cited therein. Guidance
regarding amino acid substitutions not likely to affect bio-
logical activity of the protein is found, for example, in the
model of Dayhoff et al., (1978) Atlas of Protein Sequence
and Structure (Natl Biomed Res Found, Washington, D.C.).
Conservative substitutions, such as exchanging one amino
acid with another having similar properties, may be prefer-
able. Conservative deletions, insertions, and amino acid
substitutions are not expected to produce radical changes in
the characteristics of the protein, and the effect of any
substitution, deletion, insertion, or combination thereof can
be evaluated by routine screening assays. Assays for double-
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strand-break-inducing activity are known and generally
measure the overall activity and specificity of the agent on
DNA substrates containing recognition sites.

Endonucleases are enzymes that cleave the phosphodies-
ter bond within a polynucleotide chain, and include restric-
tion endonucleases that cleave DNA as specific sites without
damaging the bases. Restriction endonucleases include Type
1, Type II, Type III, and Type IV endonucleases, which
further include subtypes. In the Type I and Type 111 systems,
both the methylase and restriction activities are contained in
a single complex.

Type I and Type 111 restriction endonucleases recognize
specific recognition sites, but typically cleave at a variable
position from the recognition site, which can be hundreds of
base pairs away from the recognition site. In Type II systems
the restriction activity is independent of any methylase
activity, and cleavage typically occurs at specific sites within
or near to the recognition site. Most Type Il enzymes cut
palindromic sequences, however Type Ila enzymes recog-
nize non-palindromic recognition sites and cleave outside of
the recognition site, Type IIb enzymes cut sequences twice
with both sites outside of the recognition site, and Type IIs
enzymes recognize an asymmetric recognition site and
cleave on one side and at a defined distance of about 1-20
nucleotides from the recognition site.

Type IV restriction enzymes target methylated DNA.
Restriction enzymes are further described and classified, for
example in the REBASE database (webpage at rebase.neb-
.com; Roberts et al., (2003) Nucleic Acids Res 31:418-20),
Roberts et al., (2003) Nucleic Acids Res 31:1805-12, and
Belfort et al., (2002) in Mobile DNA II, pp. 761-783, Eds.
Craigie et al., (ASM Press, Washington, DC).

Endonucleases also include meganucleases, also known
as homing endonucleases (HEases), which like restriction
endonucleases, bind and cut at a specific recognition
sequence, however the recognition sites for meganucleases
are typically longer, about 18 bp or more. Meganucleases
have been classified into four families based on conserved
sequence motifs, the families are the LAGLIDADG, GIY-
YIG, H-N-H, and His-Cys box families. These motifs par-
ticipate in the coordination of metal ions and hydrolysis of
phosphodiester bonds. HEases are notable for their long
recognition sites, and for tolerating some sequence poly-
morphisms in their DNA substrates. The naming convention
for meganuclease is similar to the convention for other
restriction endonuclease. Meganucleases are also character-
ized by prefix F-, I, or PI- for enzymes encoded by
free-standing ORFs, introns, and inteins, respectively. For
example, intron-, intein-, and freestanding gene encoded
meganuclease from Saccharomyces cerevisiae are denoted
I-Scel, PI-Scel, and F-Scell, respectively. Meganuclease
domains, structure and function are known, see for example,
Guhan and Muniyappa (2003) Crit Rev Biochem Mol Biol
38:199-248; Lucas et al., (2001) Nucleic Acids Res 29:960-
9; Jurica and Stoddard, (1999) Cell Mol Life Sci 55:1304-26;
Stoddard, (2006) Q Rev Biophys 38:49-95; and Moure et al.,
(2002) Nat Struct Biol 9:764. In some examples a naturally
occurring variant, and/or engineered derivative meganucle-
ase is used. Methods for modifying the kinetics, cofactor
interactions, expression, optimal conditions, and/or recog-
nition site specificity, and screening for activity are known,
see for example, Epinat et al., (2003) Nucleic Acids Res
31:2952-62; Chevalier et al., (2002) Mol Cell 10:895-905;
Gimble et al., (2003) Mol Biol 334:993-1008; Seligman et
al., (2002) Nucleic Acids Res 30:3870-9; Sussman et al.,
(2004) J Mol Biol 342:31-41; Rosen et al., (2006) Nucleic
Acids Res 34:4791-800; Chames et al., (2005) Nucleic Acids
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Res 33:e178; Smith et al., (2006) Nucleic Acids Res 34:¢149;
Gruen et al., (2002) Nucleic Acids Res 30:e29; Chen and
Zhao, (2005) Nucleic Acids Res 33:e154; W02005105989;
WO02003078619;  WO02006097854;,  W0O2006097853;
W02006097784; and W0O2004031346.

Any meganuclease can be used as a double-strand break
inducing agent including, but not limited to, I-Scel, I-Scell,
I-Scelll, I-ScelV, 1-SceV, I-SceVI, I-SceVII, I-Ceul,
1-CeuAllIP, I-Crel, I1-CrepsbIP, I-CrepsblIP, I-CrepsblIIP,
1-CrepsbIVP, I-Tlil, I-Ppol, PI-Pspl, F-Scel, F-Scell,
F-Suvl, F-Tevl, F-Tevll, I-Amal, I-Anil, I-Chul, I-Cmoel,
1-Cpal, I-Cpall, I-Csml, I-Cvul, I-CvuAIP, I-Ddil, I-Ddill,
1-Dirl, I-Dmol, I-Hmul, I-Hmull, I-HsNIP, I-Llal, I-Msol,
1-Naal, I-Nanl, I-NcIIP, I-NgrIP, I-Nitl, I-Njal, I-Nsp236IP,
1-Pakl, 1-PbolP, I-PculP, I-PcuAl I-PcuV1, I-PgrIP, 1-PoblIP,

I-Porl, 1-PorlIP, I-PbpIP, I-SpBetalP, I-Scal, I-SexIP,
I-SnelP, I-Spoml, I-SpomCP, 1-SpomlIP, 1-SpomlIP,
1-SqulP, 1-Ssp68031, 1-SthPhilP, 1-SthPhiST3P,

1-SthPhiSTe3bP, I-TdelP, I-Tevl, 1-TevIl, 1-TevIIl, I-UarAP,
1-UarHGPAIP, I-UarHGPA13P, I-VinIP, I-ZbilP, PI-Mtul,
PI-MwHIP PI-MtuHIIP, PI-Pful, PI-Pfull, PI-Pkol,
PI-Pkoll, PI-Rma43812IP, PI-SpBetalP, PI-Scel, PI-Tful,
PI-Tfull, PI-Thyl, PI-Tlil, PI-TIll, or any variant or deriva-
tive thereof.

The endonuclease can be a modified endonuclease that
binds a non-native or exogenous recognition sequence and
does not bind a native or endogenous recognition sequence.
Modification of the endonuclease can be as little as one
nucleotide. A modified endonuclease is not capable of mak-
ing a double-strand break within a wild-type target
sequence. A wild-type (i.e., prior to being modified) endo-
nuclease is capable of making a double-strand break within
the wild-type target sequence.

The endonuclease can be provided via a polynucleotide
encoding the endonuclease. Such a polynucleotide encoding
an endonuclease can be modified to substitute codons having
a higher frequency of usage in a plant, as compared to the
naturally occurring polynucleotide sequence. For example
the polynucleotide encoding the endonuclease can be modi-
fied to substitute codons having a higher frequency of usage
in a maize or soybean plant, as compared to the naturally
occurring polynucleotide sequence.

A site-specific recombinase, also referred to as a recom-
binase, is a polypeptide that catalyzes conservative site-
specific recombination between its compatible recombina-
tion sites, and includes native polypeptides as well as
derivatives, variants and/or fragments that retain activity,
and native polynucleotides, derivatives, variants, and/or
fragments that encode a recombinase that retains activity.

One step in the recombination process involves poly-
nucleotide cleavage at or near the recognition site. This
cleaving activity can be used to produce a double-strand
break. For reviews of site-specific recombinases and their
recognition sites, see, Sauer (1994) Curr Op Biotechnol
5:521-7; and Sadowski (1993) FASEB 7:760-7. In some
examples the recombinase is from the Integrase or
Resolvase families.

The Integrase family of recombinases has over one hun-
dred members and includes, for example, FLP, Cre, lambda
integrase, and R. The Integrase family has been grouped into
two classes based on the structure of the active sites, serine
recombinases and tyrosine recombinases. The tyrosine fam-
ily, which includes Cre, FLP, SSV1, and lambda (A) inte-
grase, uses the catalytic tyrosine’s hydroxyl group for a
nucleophilic attack on the phosphodiester bond of the DNA.
Typically, members of the tyrosine family initially nick the
DNA, which later forms a double-strand break. In the serine
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recombinase family, which includes phiC31 (®C31) inte-
grase, a conserved serine residue forms a covalent link to the
DNA target site (Grindley et al., (2006) Ann Rev Biochem
16:16). For other members of the Integrase family, see for
example, Esposito et al., (1997) Nucleic Acids Res 25:3605-
14 and Abremski et al., (1992) Protein Eng 5:87-91.

Other recombination systems include, for example, the
streptomycete bacteriophage phiC31 (Kuhstoss et al., (1991)
J Mol Biol 20:897-908); the SSV1 site-specific recombina-
tion system from Sulfolobus shibatae (Maskhelishvili et al.,
(1993) Mol Gen Genet 237:334-42); and a retroviral inte-
grase-based integration system (Tanaka et al., (1998) Gene
17:67-76).

Sometimes the recombinase is one that does not require
cofactors or a supercoiled substrate, including but not lim-
ited to Cre, FLP, and active derivatives, variants or frag-
ments thereof. FLP recombinase catalyzes a site-specific
reaction during DNA replication and amplification of the
two-micron plasmid of S. cerevisiae. FLP recombinase
catalyzes site-specific recombination between two FRT
sites. The FLP protein has been cloned and expressed (Cox
(1993) Proc. Natl. Acad. Sci. USA 80:4223-7). Functional
derivatives, variants, and fragments of FLP are known
(Buchholz et al., (1998) Nat Biotechnol 16:617-8, Hartung
et al., (1998) J Biol Chem 273:22884-91, Saxena et al.,
(1997) Biochim Biophys Acta 1340:187-204, and Hartley et
al., (1980) Nature 286:860-4).

The bacteriophage recombinase Cre catalyzes site-spe-
cific recombination between two lox sites (Guo et al., (1997)
Nature 389:40-6; Abremski et al., (1984) J Biol Chem
259:1509-14; Chen et al., (1996) Somat Cell Mol Genet
22:477-88; Shaikh et al., (1977) J Biol Chem 272:5695-702;
and Buchholz et al., (1998) Nat Biotechnol 16:617-8).
Examples of site-specific recombinases that can be used to
produce a double-strand break at a recognition sequence,
including for example FLP, Cre, SSV1, lambda Int, phi C31,
HKO022, and R. Examples of site-specific recombination
systems used in plants can be found in U.S. Pat. Nos.
5,929,301, 6,175,056; W099/25821; U.S. Pat. No. 6,331,
661; W(099/25855; W(099/25841, and W099/25840, the
contents of each are herein incorporated by reference.

Methods for modifying the kinetics, cofactor interaction
and requirements, expression, optimal conditions, and/or
recognition site specificity, and screening for activity of
recombinases and variants are known, see for example
Miller et al., (1980) Cell 20:721-9; Lange-Gustafson and
Nash, (1984) J Biol Chem 259:12724-32; Christ et al.,
(1998) J Mol Biol 288:825-36; Lorbach et al., (2000) J Mo/
Biol 296:1175-81; Vergunst et al., (2000) Science 290:979-
82; Dorgai et al., (1995) J Mol Biol 252:178-88; Dorgai et
al., (1998) J Mol Biol 277:1059-70; Yagu et al., (1995) J Mol
Biol 252:163-7; Sclimente et al., (2001) Nucleic Acids Res
29:5044-51; Santoro and Schultze, (2002) Proc. Natl. Acad.
Sci. USA 99:4185-90; Buchholz and Stewart, (2001) Nat
Biotechnol 19:1047-52; Voziyanov et al., (2002) Nucleic
Acids Res 30:1656-63; Voziyanov et al., (2003) J Mol Biol
326:65-76; Klippel et al., (1988) EMBO J 7:3983-9; Arnold
et al., (1999) EMBO J 18:1407-14; WO03/08045; WO99/
25840; and W(099/25841. The recognition sites range from
about 30 nucleotide minimal sites to a few hundred nucleo-
tides.

Any recognition site for a recombinase can be used,
including naturally occurring sites, and variants. Variant
recognition sites are known, see for example Hoess et al.,
(1986) Nucleic Acids Res 14:2287-300; Albert et al., (1995)
Plant J 7:649-59; Thomson et al., (2003) Genesis 36:162-7;
Huang et al., (1991) Nucleic Acids Res 19:443-8; Siebler and
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Bode, (1997) Biochemistry 36:1740-7; Schlake and Bode,
(1994) Biochemistry 33:12746-51; Thygarajan et al., (2001)
Mol Cell Biol 21:3926-34; Umlauf and Cox, (1988) EMBO
J7:1845-52; Lee and Saito, (1998) Gene 216:55-65; WO01/
23545, W099/25821; W099/25851; WOO01/11058; WOO01/
07572 and U.S. Pat. No. 5,888,732.

A recombinase can be provided via a polynucleotide that
encodes the recombinase or it can be provided via a modified
polynucleotide encoding the recombinase. For example, the
polynucleotide (encoding a recombinase) can be modified to
substitute codons having a higher frequency of usage in a
plant, as compared to the naturally occurring polynucleotide
sequence or it can be modified to substitute codons having
a higher frequency of usage in a maize or soybean plant, as
compared to the naturally occurring polynucleotide
sequence.

TAL effector nucleases are a new class of sequence-
specific nucleases that can be used to make double-strand
breaks at specific target sequences in the genome of a plant
or other organism. TAL effector nucleases are created by
fusing a native or engineered transcription activator-like
(TAL) effector, or functional part thereof, to the catalytic
domain of an endonuclease, such as, for example, FokI. The
unique, modular TAL effector DNA binding domain allows
for the design of proteins with potentially any given DNA
recognition specificity. Thus, the DNA binding domains of
the TAL effector nucleases can be engineered to recognize
specific DNA target sites and thus, used to make double-
strand breaks at desired target sequences. See, WO 2010/
079430, Morbitzer et al. (2010) PNAS 10.1073/
pnas.1013133107; Scholze & Boch (2010) Virulence 1:428-
432; Christian et al. Genetics (2010) 186:757-761; Li et al.
(2010) Nuc. Acids Res. (2010) doi:10.1093/nar/gkq704; and
Miller et al. (2011) Nature Biotechnology 29:143-148; all of
which are herein incorporated by reference.

Transposases are polypeptides that mediate transposition
of a transposon from one location in the genome to another.
Transposases typically induce double-strand breaks to
excise the transposon, recognize subterminal repeats, and
bring together the ends of the excised transposon, in some
systems other proteins are also required to bring together the
ends during transposition.

Examples of transposons and transposases include, but
are not limited to, the Ac/Ds, Dt/rdt, Mu-M1/Mn, and
Spm(En)/dSpm elements from maize, the Tam elements
from snapdragon, the Mu transposon from bacteriophage,
bacterial transposons (Tn) and insertion sequences (IS), Ty
elements of yeast (retrotransposon), Tal elements from Ara-
bidopsis (retrotransposon), the P element transposon from
Drosophila (Gloor et al., (1991) Science 253:1110-1117),
the Copia, Mariner and Minos elements from Drosophila,
the Hermes elements from the housefly, the PiggyBack
elements from Trichplusia ni, Tcl elements from C. elegans,
and IAP elements from mice (retrotransposon). In some
examples the transposase is provided via a polynucleotide
that encodes the transposase.

It is possible to modity the polynucleotide encoding the
transposase by substituting codons having a higher fre-
quency of usage in a plant, as compared to the naturally
occurring polynucleotide sequence of by substituting codons
having a higher frequency of usage in a maize or soybean
plant, as compared to the naturally occurring polynucleotide
sequence.

DNA topoisomerases modulate DNA secondary and
higher order structures and functions related primarily to
replication, transcription, recombination and repair. Topoi-
somerases share two characteristics: (i) the ability to cleave
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and reseal the phosphodiester backbone of DNA in two
successive transesterification reactions; and (ii) once a topoi-
somerase cleaved DNA intermediate is formed, the enzyme
allows the severed DNA ends to come apart, allowing the
passage of another single- or double-stranded DNA seg-
ment. DNA topoisomerases can be classified into three
evolutionary independent families: type 1A, type IB and type
1I.

Those that cleave one strand of DNA and allow single step
changes in the linking number of circular DNA are defined
as type I DNA topoisomerases. The Escherichia coli topoi-
somerase I and topoisomerase 111, Saccharomyces cerevisiae
topoisomerase 11l and reverse gyrase belong to the type IA
or type 1-5' subfamily as the protein link is to a 5' phosphate
in the DNA. The prototype of type IB or 1-3' enzymes are
found in all eukaryotes and also in vaccinia virus topoi-
somerase | where the protein is attached to a 3' phosphate.
Despite differences in mechanism and specificity between
the bacterial and eukaryotic enzymes, yeast DNA topoi-
somerase [ can complement a bacterial DNA topoisomerase
I mutant (Bjornsti et al., (1987) Proc. Natl. Acad. Sci. USA
84:8971-5). Type 1A topoisomerases relax negatively super-
coiled DNA and require magnesium and a single-stranded
region of DNA. Topoisomerases IB relax both positively and
negatively supercoiled DNA with equal efficiency and do
not require a single-stranded region of DNA or metal ions
for function.

The type II family includes E. coli DNA gyrase, E. coli
topoisomerase IV (par E), eukaryotic type II topoi-
somerases, and archaic topoisomerase V1. Type Il enzymes
are homodimeric (eukaryotic topoisomerase 1) or tetrameric
(gyrase), cleaving both strands of a duplex. Preferred cutting
sites are known for available topoisomerases.

Zinc finger nucleases (ZFNs) are engineered double-
strand break inducing agents comprised of a zinc finger
DNA binding domain and a double-strand-break-inducing
agent domain. Recognition site specificity is conferred by
the zinc finger domain, which typically comprising two,
three, or four zinc fingers, for example having a C2H2
structure, however other zinc finger structures are known
and have been engineered. Zinc finger domains are ame-
nable for designing polypeptides which specifically bind a
selected polynucleotide recognition sequence. ZFNs consist
of an engineered DNA-binding zinc finger domain linked to
a non-specific endonuclease domain, for example nuclease
domain from a Type IIs endonuclease such as Fokl. Addi-
tional functionalities can be fused to the zinc-finger binding
domain, including transcriptional activator domains, tran-
scription repressor domains, and methylases. In some
examples, dimerization of nuclease domain is required for
cleavage activity. Each zinc finger recognizes three consecu-
tive base pairs in the target DNA. For example, a 3 finger
domain recognized a sequence of 9 contiguous nucleotides,
with a dimerization requirement of the nuclease, two sets of
zinc finger triplets are used to bind a 18 nucleotide recog-
nition sequence. A recognition sequence of 18 nucleotides is
long enough to be unique in a mammalian genome
(4'%=6.9x10'°).

To date, designer zinc finger modules predominantly
recognize GNN and ANN triplets (Dreier et al., (2001) J Bio/
Chem 276:29466-78; Dreier et al., (2000) J Mol Biol 303:
489-502; Liu et al., (2002) J Biol Chem 277:3850-6), but
examples using CNN or TNN triplets are also known (Dreier
et al., (2005) J Biol Chem 280:35588-97; Jamieson et al.,
(2003) Nature Rev Drug Discov 2:361-8). See also, Durai et
al., (2005) Nucleic Acids Res 33:5978-90; Segal, (2002)
Methods 26:76-83; Porteus and Carroll, (2005) Nat Biotech-
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nol 23:967-73; zinc-finger consortium (website at www.z-
incfinger.org); Pabo et al., (2001) Ann Rev Biochem 70:313-
40; Wolfe et al., (2000) Anr Rev Biophys Biomol Struct
29:183-212; Segal and Barbas, (2001) Curr Opin Biotechnol
12:632-7; Segal et al., (2003) Biochemistry 42:2137-48;
Beerli and Barbas, (2002) Nat Biotechnol 20:135-41; Carroll
et al., (2006) Nature Protocols 1:1329; Ordiz et al., (2002)
Proc. Natl. Acad. Sci. US4 99:13290-5; Guan et al., (2002)
Proc. Natl. Acad. Sci. US4 99:13296-301; W0O2002099084;
W000/42219; WO02/42459; W0O2003062455; U.S. Patent
Application Publication No. 20030059767; U.S. Patent
Application Publication No. 2003/0108880; U.S. Pat. Nos.
6,140,466, 6,511,808 and 6,453,242.

Alternatively, engineered zinc finger DNA binding
domains can be fused to other double-strand break inducing
agents or derivatives thereof that retain DNA nicking/cleav-
ing activity. For example, this type of fusion can be used to
direct the double-strand break inducing agent to a different
target site, to alter the location of the nick or cleavage site,
to direct the inducing agent to a shorter target site, or to
direct the inducing agent to a longer target site. In some
examples a zinc finger DNA binding domain is fused to a
site-specific recombinase, transposase, topoisomerase, or a
derivative thereof that retains DNA nicking and/or cleaving
activity.

It is possible to provide a zinc-finger nuclease via a
polynucleotide that encodes the zinc-finger nuclease. This
polynucleotide encoding the zinc-finger nuclease can be
modified by substituting codons having a higher frequency
of usage in a plant, as compared to the naturally occurring
polynucleotide sequence or by substituting codons having a
higher frequency of usage in a maize or soybean plant, as
compared to the naturally occurring polynucleotide
sequence.

Sufficient homology or sequence identity indicates that
two polynucleotide sequences have sufficient structural
similarity to act as substrates for a homologous recombina-
tion reaction. The structural similarity includes overall
length of each polynucleotide fragment, as well as the
sequence similarity of the polynucleotides.

Sequence similarity can be described by the percent
sequence identity over the whole length of the sequences,
and/or by conserved regions comprising localized similari-
ties such as contiguous nucleotides having 100% sequence
identity, and percent sequence identity over a portion of the
length of the sequences.

The amount of homology or sequence identity shared by
a target and a donor polynucleotide can vary and includes
total lengths and/or regions having unit integral values in the
ranges of about 1-20 bp, 20-50 bp, 50-100 bp, 75-150 bp,
100-250 bp, 150-300 bp, 200-400 bp, 250-500 bp, 300-600
bp, 350-750 bp, 400-800 bp, 450-900 bp, 500-1000 bp,
600-1250 bp, 700-1500 bp, 800-1750 bp, 900-2000 bp,
1-2.5kb, 1.5-3 kb, 2-4 kb, 2.5-5 kb, 3-6 kb, 3.5-7 kb, 4-8 kb,
5-10 kb, or up to and including the total length of the target
site. These ranges include every integer within the range, for
example, the range of 1-20 bp includes 1, 2,3, 4, 5,6, 7, 8,
9, 10, 11, 12, 13, 14, 15, 16, 17, 18, 19 and 20 bp. The
amount of homology can also described by percent sequence
identity over the full aligned length of the two polynucle-
otides which includes percent sequence identity of about at
least 50%, 55%, 60%, 65%, 70%, 71%, 72%, 73%, 74%,
75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%,
85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%,
95%, 96%, 97%, 98%, 99% or 100%. Sufficient homology
includes any combination of polynucleotide length, global
percent sequence identity, and optionally conserved regions
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of contiguous nucleotides or local percent sequence identity,
for example sufficient homology can be described as a
region of 75-150 bp having at least 80% sequence identity
to a region of the target locus. Sufficient homology can also
be described by the predicted ability of two polynucleotides
to specifically hybridize under high stringency conditions,
see, for example, Sambrook et al., (1989) Molecular Clon-
ing: A Laboratory Manual, (Cold Spring Harbor Laboratory
Press, NY); Current Protocols in Molecular Biology,
Ausubel et al., Eds (1994) Current Protocols, (Greene
Publishing Associates, Inc. and John Wiley & Sons, Inc);
and, Tijssen (1993) Laboratory Techniques in Biochemistry
and Molecular Biology-Hybridization with Nucleic Acid
Probes, (Elsevier, New York).

Any means can be used to bring together the various
components needed to alter the genome of a dicot plant cell.
For example, in in vitro systems, the double-strand-break-
inducing agent and the polynucleotide(s) comprising the
recognition site(s) can be provided by contacting the com-
ponents under the appropriate conditions for DNA cleavage.

Alternatively a variety of methods are known for the
introduction of nucleotide sequences and polypeptides into
an organism, including, for example, transformation, sexual
crossing, and the introduction of the polypeptide, DNA, or
mRNA into the cell.

Methods for contacting, providing, and/or introducing a
composition into various organisms are known and include
but are not limited to, stable transformation methods, tran-
sient transformation methods, virus-mediated methods, and
sexual breeding. Stable transformation indicates that the
introduced polynucleotide integrates into the genome of the
organism and is capable of being inherited by progeny
thereof.

Transient transformation indicates that the introduced
composition is only temporarily expressed or present in the
organism.

Protocols for introducing polynucleotides and polypep-
tides into plants may vary depending on the type of plant or
plant cell targeted for transformation, such as monocot or
dicot. Suitable methods of introducing polynucleotides and
polypeptides into plant cells and subsequent insertion into
the plant genome include microinjection (Crossway et al.,
(1986) Biotechniques 4:320-34 and U.S. Pat. No. 6,300,
543), meristem transformation (U.S. Pat. No. 5,736,369),
electroporation (Riggs et al., (1986) Proc. Natl. Acad. Sci.
US4 83:5602-6, Agrobacterium-mediated transformation
(U.S. Pat. Nos. 5,563,055 and 5,981,840), direct gene trans-
fer (Paszkowski et al., (1984) EMBO J 3:2717-22), and
ballistic particle acceleration (U.S. Pat. Nos. 4,945,050;
5,879,918; 5,886,244; 5,932,782; Tomes et al., (1995)
“Direct DNA Transfer into Intact Plant Cells via Micropro-
jectile Bombardment” in Plant Cell, Tissue, and Organ
Culture: Fundamental Methods, ed. Gamborg & Phillips
(Springer-Verlag, Berlin); McCabe et al., (1988) Biotech-
nology 6:923-6; Weissinger et al., (1988) Ann Rev Genet
22:421-77; Sanford et al., (1987) Particulate Science and
Technology 5:27-37 (onion); Christou et al., (1988) Plant
Physiol 87:671-4 (soybean); Finer and McMullen, (1991) In
Vitro Cell Dev Biol 27P:175-82 (soybean); Singh et al.,
(1998) Theor Appl Genet 96:319-24 (soybean); Datta et al.,
(1990) Biotechnology 8:736-40 (rice); Klein et al., (1988)
Proc. Natl. Acad. Sci. USA 85:4305-9 (maize); Klein et al.,
(1988) Biotechnology 6:559-63 (maize); U.S. Pat. Nos.
5,240,855; 5,322,783 and 5,324,646; Klein et al., (1988)
Plant Physiol 91:440-4 (maize); Fromm et al., (1990) Bio-
technology 8:833-9 (maize); Hooykaas-Van Slogteren et al.,
(1984) Nature 311:763-4; U.S. Pat. No. 5,736,369 (cereals);
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Bytebier et al., (1987) Proc. Natl. Acad. Sci. USA 84:5345-9
(Liliaceae); De Wet et al., (1985) in The Experimental
Manipulation of Ovule Tissues, ed. Chapman et al., (Long-
man, New York), pp. 197-209 (pollen); Kaeppler et al.,
(1990) Plant Cell Rep 9:415-8) and Kaeppler et al., (1992)
Theor Appl Genet 84:560-6 (whisker-mediated transforma-
tion); D’Halluin et al., (1992) Plant Cell 4:1495-505 (elec-
troporation); Li et al, (1993) Plant Cell Rep 12:250-5;
Christou and Ford (1995) Annals Botany 75:407-13 (rice)
and Osjoda et al., (1996) Nat Biotechnol 14:745-50 (maize
via Agrobacterium tumefaciens).

Alternatively, polynucleotides may be introduced into
plants by contacting plants with a virus or viral nucleic
acids. Generally, such methods involve incorporating a
polynucleotide within a viral DNA or RNA molecule. In
some examples a polypeptide of interest may be initially
synthesized as part of a viral polyprotein, which is later
processed by proteolysis in vivo or in vitro to produce the
desired recombinant protein. Methods for introducing poly-
nucleotides into plants and expressing a protein encoded
therein, involving viral DNA or RNA molecules, are known,
see, for example, U.S. Pat. Nos. 5,889,191, 5,889,190,
5,866,785, 5,589,367 and 5,316,931. Transient transforma-
tion methods include, but are not limited to, the introduction
of polypeptides, such as a double-strand break inducing
agent, directly into the organism, the introduction of poly-
nucleotides such as DNA and/or RNA polynucleotides, and
the introduction of the RNA transcript, such as an mRNA
encoding a double-strand break inducing agent, into the
organism. Such methods include, for example, microinjec-
tion or particle bombardment. See, for example Crossway et
al.,, (1986) Mol Gen Gener 202:179-85; Nomura et al.,
(1986) Plant Sci 44:53-8; Hepler et al., (1994) Proc. Natl.
Acad. Sci. USA 91:2176-80; and, Hush et al., (1994) J Cell
Sci 107:775-84.

Standard DNA isolation, purification, molecular cloning,
vector construction, and verification/characterization meth-
ods are well established, see, for example Sambrook et al.,
(1989) Molecular Cloning: A Laboratory Manual, (Cold
Spring Harbor Laboratory Press, NY). Vectors and con-
structs include circular plasmids, and linear polynucleotides,
comprising a polynucleotide of interest and optionally other
components including linkers, adapters, regulatory regions,
introns, restriction sites, enhancers, insulators, selectable
markers, nucleotide sequences of interest, promoters, and/or
other sites that aid in vector construction or analysis. In
some examples a recognition site and/or target site can be
contained within an intron, coding sequence, 5' UTRs, 3'
UTRs, and/or regulatory regions.

The present invention further provides expression con-
structs for expressing in a plant, plant cell, or plant part an
endonuclease that is capable of binding to and creating a
double strand break in a target site. The expression con-
structs of the invention comprise a promoter operably linked
to a nucleotide sequence encoding an endonuclease of the
present invention. The promoter is capable of driving
expression of an operably linked nucleotide sequence in a
plant cell. Any such promoter that is disclosed herein or
known in the art can be used in the present invention. In one
embodiment, the target site of the endonuclease is selected
from the group consisting of TS21, TS14, TS30, TSS, TS7,
TS4, TS22, and TS24 target sites of soybean, which have the
nucleotide sequences set forth in SEQ ID NO:1, 2, 3, 4, 5,
6, 7, and 8, respectively. In another embodiment, the target
site of the endonuclease is selected from the group consist-
ing of MHP1, MHP14, MHP32, MHP42, MHP55, MHP67,
MHP77, MHP98, MHP107, and MHP115 target sites of
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maize, which have the nucleotide sequences set forth in SEQ
ID NO:68, 69, 70, 71, 72, 73, 74, 75, 76, and 77, respec-
tively.

In certain embodiments, the expression constructs com-
prise a nucleotide sequence encoding the endonuclease that
has been custom designed or engineered to cut at one the
soybean target sites set forth above. Such nucleotide
sequences include, for example, the nucleotide sequences set
forth in SEQ ID NOS:9, 10, 11, 12, 13, 14, 15, and 16. Other
nucleotide sequences of the invention include, but are not
limited to, nucleotide sequences comprising a coding
sequence of a DNA binding domain of an endonuclease,
wherein the coding sequence is nucleotides 100-261 and
nucleotides 850-1011 of SEQ ID NO:9, 10, 11, 12, 13, 14,
15 or 16 and degenerate coding sequences thereof. Such a
degenerate coding sequence encodes the same amino acid
sequence as that encoded by one of the coding sequences set
forth in nucleotides 100-261 and nucleotides 850-1011 of
SEQ ID NO:9, 10, 11, 12, 13, 14, 15 or 16 but differs in its
nucleotide sequence due to the degeneracy of the genetic
code.

In certain other embodiments, the expression constructs
comprise a nucleotide sequence encoding the endonuclease
that has been custom designed or engineered to cut at one the
maize target sites set forth above. Such nucleotide sequences
include, for example, the nucleotide sequences set forth in
SEQ ID NOS: 78, 79, 80, 81, 82, and 83. Other nucleotide
sequences of the invention include, but are not limited to,
nucleotide sequences comprising a coding sequence of a
DNA binding domain of an endonuclease, wherein the
coding sequence comprises nucleotides 100-261 and nucleo-
tides 850-1011 of SEQ ID NO: 80 and degenerate coding
sequences thereof. Such a degenerate coding sequence
encodes the same amino acid sequence as that encoded by
one of the coding sequences set forth in nucleotides 100-261
and nucleotides 850-1011 of SEQ ID NO: 80 but differs in
its nucleotide sequence due to the degeneracy of the genetic
code. Other nucleotide sequences of the invention include,
but are not limited to, nucleotide sequences comprising a
coding sequence of a DNA binding domain of an endonu-
clease, wherein the coding sequence is nucleotides 100-261
and nucleotides 661-822 of SEQ ID NO: 78, 79, 81, 82 or
83 and degenerate coding sequences thereof. Such a degen-
erate coding sequence encodes the same amino acid
sequence as that encoded by one of the coding sequences set
forth in nucleotides 100-261 and nucleotides 661-822 of
SEQID NO: 78, 79, 81, 82 or 83 but differs in its nucleotide
sequence due to the degeneracy of the genetic code.

Any promoter can be used, and can be selected based on
the desired outcome. A promoter is a region of DNA
involved in recognition and binding of RNA polymerase and
other proteins to initiate transcription. A plant promoter is a
promoter capable of initiating transcription in a plant cell,
for a review of plant promoters, see, Potenza et al., (2004)
In Vitro Cell Dev Biol 40:1-22. Constitutive promoters
include, for example, the core promoter of the Rsyn7
promoter and other constitutive promoters disclosed in
W099/43838 and U.S. Pat. No. 6,072,050, the core CaMV
35S promoter (Odell et al., (1985) Nature 313:810-2); rice
actin (McElroy et al., (1990) Plant Cell 2:163-71); ubiquitin
(Christensen et al., (1989) Plant Mol Biol 12:619-32; Chris-
tensen et al., (1992) Plant Mol Biol 18:675-89); pEMU (Last
et al., (1991) Theor Appl Genet 81:581-8); MAS (Velten et
al., (1984) EMBO J 3:2723-30); ALS promoter (U.S. Pat.
No. 5,659,026), and the like. Other constitutive promoters
are described in, for example, U.S. Pat. Nos. 5,608,149;
5,608,144; 5,604,121; 5,569,597, 5,466,785; 5,399,680,
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5,268,463; 5,608,142 and 6,177,611. In some examples an
inducible promoter may be used. Pathogen-inducible pro-
moters induced following infection by a pathogen include,
but are not limited to those regulating expression of PR
proteins, SAR proteins, beta-1,3-glucanase, chitinase, etc.

Chemical-regulated promoters can be used to modulate
the expression of a gene in a plant through the application of
an exogenous chemical regulator. The promoter may be a
chemical-inducible promoter, where application of the
chemical induces gene expression, or a chemical-repressible
promoter, where application of the chemical represses gene
expression. Chemical-inducible promoters include, but are
not limited to, the maize In2-2 promoter, activated by
benzene sulfonamide herbicide safeners (De Veylder et al.,
(1997) Plant Cell Physiol 38:568-77), the maize GST pro-
moter (GST-11-27, W093/01294), activated by hydrophobic
electrophilic compounds used as pre-emergent herbicides,
and the tobacco PR-1a promoter (Ono et al., (2004) Biosci
Biotechnol Biochem 68:803-7) activated by salicylic acid.
Other chemical-regulated promoters include steroid-respon-
sive promoters (see, for example, the glucocorticoid-induc-
ible promoter (Schena et al., (1991) Proc. Natl. Acad. Sci.
USA 88:10421-5; McNellis et al., (1998) Plant J 14:247-
257); tetracycline-inducible and tetracycline-repressible
promoters (Gatz et al., (1991) Mol Gern Genet 227:229-37,
U.S. Pat. Nos. 5,814,618 and 5,789,156).

Tissue-preferred promoters can be utilized to target
enhanced expression within a particular plant tissue. Tissue-
preferred promoters include, for example, Kawamata et al.,
(1997) Plant Cell Physiol 38:792-803; Hansen et al., (1997)
Mol Gen Genet 254:337-43; Russell et al., (1997) Trans-
genic Res 6:157-68; Rinehart et al., (1996) Plant Physiol
112:1331-41; Van Camp et al., (1996) Plant Physiol 112:
525-35; Canevascini et al., (1996) Plant Physiol 112:513-
524; Lam, (1994) Results Probl Cell Differ 20:181-96; and
Guevara-Garcia et al., (1993) Plant J 4:495-505. Leat-
preferred promoters include, for example, Yamamoto et al.,
(1997) Plant J 12:255-65; Kwon et al., (1994) Plant Physiol
105:357-67; Yamamoto et al., (1994) Plant Cell Physiol
35:773-8; Gotor et al., (1993) Plant J 3:509-18; Orozco et
al., (1993) Plant Mol Biol 23:1129-38; Matsuoka et al.,
(1993) Proc. Natl. Acad. Sci. USA 90:9586-90; Simpson et
al., (1958) EMBO J 4:2723-9; Timko et al., (1988) Nature
318:57-8. Root-preferred promoters include, for example,
Hire et al., (1992) Plant Mol Biol 20:207-18 (soybean
root-specific glutamine synthase gene); Miao et al., (1991)
Plant Cell 3:11-22 (cytosolic glutamine synthase (GS));
Keller and Baumgartner, (1991) Plant Cell 3:1051-61 (root-
specific control element in the GRP 1.8 gene of French
bean); Sanger et al., (1990) Plant Mol Biol 14:433-43
(root-specific promoter of A. tumefaciens mannopine syn-
thase (MAS)); Bogusz et al., (1990) Plant Cell 2:633-41
(root-specific promoters isolated from Parasponia ander-
sonii and Trema tomentosa); Leach and Aoyagi, (1991)
Plant Sci 79:69-76 (A. rhizogenes rolC and rolD root-
inducing genes); Teeri et al., (1989) EMBO J 8:343-50
(Agrobacterium wound-induced TR1' and TR2' genes);
VIENOD-GRP3 gene promoter (Kuster et al., (1995) Plant
Mol Biol 29:759-72); and rolB promoter (Capana et al.,
(1994) Plant Mol Biol 25:681-91; phaseolin gene (Murai et
al., (1983) Science 23:476-82; Sengopta-Gopalen et al.,
(1988) Proc. Natl. Acad. Sci. USA 82:3320-4). See also, U.S.
Pat. Nos. 5,837,876; 5,750,386; 5,633,363; 5,459,252
5,401,836, 5,110,732 and 5,023,179.

Seed-preferred promoters include both seed-specific pro-
moters active during seed development, as well as seed-
germinating promoters active during seed germination. See,
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Thompson et al., (1989) BioEssays 10:108. Seed-preferred
promoters include, but are not limited to, Cim1 (cytokinin-
induced message); cZ19B1 (maize 19 kDa zein); and milps
(myo-inositol-1-phosphate synthase); (WO00/11177; and
U.S. Pat. No. 6,225,529). For dicots, seed-preferred promot-
ers include, but are not limited to, bean p-phaseolin, napin,
[-conglycinin, soybean lectin, cruciferin, and the like. For
monocots, seed-preferred promoters include, but are not
limited to, maize 15 kDa zein, 22 kDa zein, 27 kDa gamma
zein, waxy, shrunken 1, shrunken 2, globulin 1, oleosin, and
nucl. See also, WO00/12733, where seed-preferred promot-
ers from END1 and END2 genes are disclosed.

A phenotypic marker is screenable or selectable marker
that includes visual markers and selectable markers whether
it is a positive or negative selectable marker. Any phenotypic
marker can be used. Specifically, a selectable or screenable
marker comprises a DNA segment that allows one to iden-
tify, or select for or against a molecule or a cell that contains
it, often under particular conditions. These markers can
encode an activity, such as, but not limited to, production of
RNA, peptide, or protein, or can provide a binding site for
RNA, peptides, proteins, inorganic and organic compounds
or compositions and the like.

Examples of selectable markers include, but are not
limited to, DNA segments that comprise restriction enzyme
sites; DNA segments that encode products which provide
resistance against otherwise toxic compounds including
antibiotics, such as, spectinomycin, ampicillin, kanamycin,
tetracycline, Basta, neomycin phosphotransferase 11 (NEO)
and hygromycin phosphotransferase (HPT)); DNA segments
that encode products which are otherwise lacking in the
recipient cell (e.g., tRNA genes, auxotrophic markers); DNA
segments that encode products which can be readily iden-
tified (e.g., phenotypic markers such as f3-galactosidase,
GUS; fluorescent proteins such as green fluorescent protein
(GFP), cyan (CFP), yellow (YFP), red (RFP), and cell
surface proteins); the generation of new primer sites for PCR
(e.g., the juxtaposition of two DNA sequence not previously
juxtaposed), the inclusion of DNA sequences not acted upon
or acted upon by a restriction endonuclease or other DNA
modifying enzyme, chemical, etc.; and, the inclusion of a
DNA sequences required for a specific modification (e.g.,
methylation) that allows its identification.

Additional selectable markers include genes that confer
resistance to herbicidal compounds, such as glufosinate
ammonium, bromoxynil, imidazolinones, and 2,4-dichloro-
phenoxyacetate (2,4-D). See for example, Yarranton, (1992)
Curr Opin Biotech 3:506-11; Christopherson et al., (1992)
Proc. Natl. Acad. Sci. USA 89:6314-8; Yao et al., (1992) Cell
71:63-72; Reznikoff, (1992) Mol Microbiol 6:2419-22; Hu
et al., (1987) Cell 48:555-66; Brown et al., (1987) Cell
49:603-12; Figge et al., (1988) Cell 52:713-22; Deuschle et
al., (1989) Proc. Natl. Acad. Sci. USA 86:5400-4; Fuerst et
al., (1989) Proc. Natl. Acad. Sci. USA 86:2549-53; Deuschle
et al., (1990) Science 248:480-3; Gossen, (1993) Ph.D.
Thesis, University of Heidelberg; Reines et al., (1993) Proc.
Natl. Acad. Sci. US4 90:1917-21; Labow et al., (1990) Mo/
Cell Biol 10:3343-56; Zambretti et al., (1992) Proc. Natl.
Acad. Sci. USA 89:3952-6; Baim et al., (1991) Proc. Natl.
Acad. Sci. USA 88:5072-6; Wyborski et al., (1991) Nucleic
Acids Res 19:4647-53; Hillen and Wissman, (1989) Topics
Mol Struc Biol 10:143-62; Degenkolb et al., (1991) Antimi-
crob Agents Chemother 35:1591-5; Kleinschnidt et al.,
(1988) Biochemistry 27:1094-104; Bonin, (1993) Ph.D.
Thesis, University of Heidelberg; Gossen et al., (1992) Proc.
Natl. Acad. Sci. USA 89:5547-51; Oliva et al., (1992)
Antimicrob Agents Chemother 36:913-9; Hlavka et al.,
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(1985) Handbook of Experimental Pharmacology, Vol. 78
(Springer-Verlag, Berlin); Gill et al., (1988) Nature 334:721-
4.

The cells having the introduced sequence may be grown
or regenerated into plants using conventional conditions, see
for example, McCormick et al., (1986) Plant Cell Rep
5:81-4. These plants may then be grown, and either polli-
nated with the same transformed strain or with a different
transformed or untransformed strain, and the resulting prog-
eny having the desired characteristic and/or comprising the
introduced polynucleotide or polypeptide identified. Two or
more generations may be grown to ensure that the poly-
nucleotide is stably maintained and inherited, and seeds
harvested.

Any plant can be used, including moncot and dicot plants.
Examples of monocot plants that can be used include, but
are not limited to, corn (Zea mays), rice (Oryza sativa), rye
(Secale cereale), sorghum (Sorghum bicolor, Sorghum vul-
gare), millet (e.g., pearl millet (Pennisetum glaucum), proso
millet (Panicum miliaceum), foxtail millet (Setaria italica),
finger millet (Eleusine coracana)), wheat (Triticum aes-
tivum), sugarcane (Saccharum spp.), oats (Avena), barley
(Hordeum), switchgrass (Panicum virgatum), pineapple
(Ananas comosus), banana (Musa spp.), palm, ornamentals,
turfgrasses, and other grasses. Examples of dicot plants that
can be used include, but are not limited to, soybean (Glycine
max), canola (Brassica napus and B. campestris), alfalfa
(Medicago sativa), tobacco (Nicotiana tabacum), Arabidop-
sis (Arabidopsis thaliana), sunflower (Helianthus annuus),
cotton (Gossypium arboreum), and peanut (Arachis hypo-
gaea), tomato (Solanum Ilycopersicum), potato (Solanum
tuberosum) etc.

The transgenes, recombinant DNA molecules, DNA
sequences of interest, and polynucleotides of interest can
comprise one or more genes of interest. Such genes of
interest can encode, for example, a protein that provides
agronomic advantage to the plant. Genes of interest, includ-
ing, but not limited to, those that encode proteins that
provide agronomic advantage, can be reflective of the com-
mercial markets and interests of those involved in the
development of the crop. Crops and markets of interest
change, and as developing nations open up world markets,
new crops and technologies will emerge also. In addition, as
our understanding of agronomic traits and characteristics
such as yield and heterosis increase, the choice of genes for
transformation will change accordingly. General categories
of genes of interest include, for example, those genes
involved in information, such as zinc fingers, those involved
in communication, such as kinases, and those involved in
housekeeping, such as heat shock proteins. More specific
categories of transgenes, for example, include genes encod-
ing important traits for agronomics, insect resistance, dis-
ease resistance, herbicide resistance, sterility, grain charac-
teristics, and commercial products. Genes of interest
include, generally, those involved in oil, starch, carbohy-
drate, or nutrient metabolism as well as those affecting
kernel size, sucrose loading, and the like.

Agronomically important traits such as oil, starch, and
protein content can be genetically altered in addition to
using traditional breeding methods. Modifications include
increasing content of oleic acid, saturated and unsaturated
oils, increasing levels of lysine and sulfur, providing essen-
tial amino acids, and also modification of starch. Hordothi-
onin protein modifications are described in U.S. Pat. Nos.
5,703,049, 5,885,801, 5,885,802, and 5,990,389, herein
incorporated by reference. Another example is lysine and/or
sulfur rich seed protein encoded by the soybean 2S albumin
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described in U.S. Pat. No. 5,850,016, and the chymotrypsin
inhibitor from barley, described in Williamson et al. (1987)
FEur. J. Biochem. 165:99-106, the disclosures of which are
herein incorporated by reference.

Derivatives of the coding sequences can be made by
site-directed mutagenesis to increase the level of preselected
amino acids in the encoded polypeptide. For example, the
gene encoding the barley high lysine polypeptide (BHL) is
derived from barley chymotrypsin inhibitor, U.S. applica-
tion Ser. No. 08/740,682, filed Nov. 1, 1996, and WO
98/20133, the disclosures of which are herein incorporated
by reference. Other proteins include methionine-rich plant
proteins such as from sunflower seed (Lilley et al. (1989)
Proceedings of the World Congress on Vegetable Protein
Utilization in Human Foods and Animal Feedstuffs, ed.
Applewhite (American Oil Chemists Society, Champaign,
Ilinois), pp. 497-502; herein incorporated by reference);
corn (Pedersen et al. (1986) J. Biol. Chem. 261:6279;
Kirihara et al. (1988) Gene 71:359; both of which are herein
incorporated by reference); and rice (Musumura et al. (1989)
Plant Mol. Biol. 12:123, herein incorporated by reference).
Other agronomically important genes encode latex, Floury
2, growth factors, seed storage factors, and transcription
factors.

Insect resistance genes may encode resistance to pests that
have great yield drag such as rootworm, cutworm, European
Corn Borer, and the like. Such genes include, for example,
Bacillus thuringiensis toxic protein genes (U.S. Pat. Nos.
5,366,892, 5,747,450, 5,736,514, 5,723,756; 5,593,881; and
Geiser et al. (1986) Gene 48:109); and the like.

Genes encoding disease resistance traits include detoxi-
fication genes, such as against fumonosin (U.S. Pat. No.
5,792,931); avirulence (avr) and disease resistance (R) genes
(Jones et al. (1994) Science 266:789; Martin et al. (1993)
Science 262:1432; and Mindrinos et al. (1994) Cell
78:1089); and the like.

Herbicide resistance traits may include genes coding for
resistance to herbicides that act to inhibit the action of
acetolactate synthase (ALS), in particular the sulfonylurea-
type herbicides (e.g., the acetolactate synthase (ALS) gene
containing mutations leading to such resistance, in particular
the S4 and/or Hra mutations), genes coding for resistance to
herbicides that act to inhibit action of glutamine synthase,
such as phosphinothricin or basta (e.g., the bar gene);
glyphosate (e.g., the EPSPS gene and the GAT gene; see, for
example, U.S. Publication No. 20040082770 and WO
03/092360); or other such genes known in the art. The bar
gene encodes resistance to the herbicide basta, the nptIl gene
encodes resistance to the antibiotics kanamycin and geneti-
cin, and the ALS-gene mutants encode resistance to the
herbicide chlorsulfuron.

Sterility genes can also be encoded in an expression
cassette and provide an alternative to physical detasseling.
Examples of genes used in such ways include male tissue-
preferred genes and genes with male sterility phenotypes
such as QM, described in U.S. Pat. No. 5,583,210. Other
genes include kinases and those encoding compounds toxic
to either male or female gametophytic development.

The quality of grain is reflected in traits such as levels and
types of oils, saturated and unsaturated, quality and quantity
of essential amino acids, and levels of cellulose. In corn,
modified hordothionin proteins are described in U.S. Pat.
Nos. 5,703,049, 5,885,801, 5,885,802, and 5,990,389.

Commercial traits can also be encoded on a gene or genes
that could increase for example, starch for ethanol produc-
tion, or provide expression of proteins. Another important
commercial use of transformed plants is the production of
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polymers and bioplastics such as described in U.S. Pat. No.
5,602,321. Genes such as -Ketothiolase, PHBase (polyhy-
droxyburyrate synthase), and acetoacetyl-CoA reductase
(see Schubert et al. (1988) J. Bacteriol. 170:5837-5847)
facilitate expression of polyhyroxyalkanoates (PHAs).

Exogenous products include plant enzymes and products
as well as those from other sources including procaryotes
and other eukaryotes. Such products include enzymes,
cofactors, hormones, and the like. The level of proteins,
particularly modified proteins having improved amino acid
distribution to improve the nutrient value of the plant, can be
increased. This is achieved by the expression of such pro-
teins having enhanced amino acid content.

The transgenes, recombinant DNA molecules, DNA
sequences of interest, and polynucleotides of interest can be
comprise one or more DNA sequences for gene silencing.
Methods for gene silencing involving the expression of
DNA sequences in plant are known in the art include, but are
not limited to, cosuppression, antisense suppression, double-
stranded RNA (dsRNA) interference, hairpin RNA (hpRNA)
interference, intron-containing hairpin RNA (ihpRNA)
interference, transcriptional gene silencing, and micro RNA
(miRNA) interference

Cosuppression may be used to inhibit the expression of
plant genes to produce plants having undetectable protein
levels for the proteins encoded by these genes. See, for
example, Broin et al. (2002) Plant Cell 14:1417-1432.
Cosuppression may also be used to inhibit the expression of
multiple proteins in the same plant. See, for example, U.S.
Pat. No. 5,942,657. Methods for using cosuppression to
inhibit the expression of endogenous genes in plants are
described in Flavell et al. (1994) Proc. Natl. Acad. Sci. USA
91:3490-3496; Jorgensen et al. (1996) Plant Mol. Biol.
31:957-973; Johansen and Carrington (2001) Plant Physiol.
126:930-938; Broin et al. (2002) Plant Cell 14:1417-1432;
Stoutjesdijk et al (2002) Plant Physiol. 129:1723-1731; Yu
et al. (2003) Phytochemistry 63:753-763; and U.S. Pat. Nos.
5,034,323, 5,283,184, and 5,942,657, each of which is
herein incorporated by reference. The efficiency of cosup-
pression may be increased by including a poly-dT region in
the expression cassette at a position 3' to the sense sequence
and 5' of the polyadenylation signal. See, U.S. Patent
Publication No. 20020048814, herein incorporated by ref-
erence. Typically, such a nucleotide sequence has substantial
sequence identity to the sequence of the transcript of the
endogenous gene, optimally greater than about 65%
sequence identity, more optimally greater than about 85%
sequence identity, most optimally greater than about 95%
sequence identity. See, U.S. Pat. Nos. 5,283,184 and 5,034,
323; herein incorporated by reference.

Antisense suppression may be used to inhibit the expres-
sion of multiple proteins in the same plant. See, for example,
U.S. Pat. No. 5,942,657. Furthermore, portions of the anti-
sense nucleotides may be used to disrupt the expression of
the target gene. Generally, sequences of at least 50 nucleo-
tides, 100 nucleotides, 200 nucleotides, 300, 400, 450, 500,
550, or greater may be used. Methods for using antisense
suppression to inhibit the expression of endogenous genes in
plants are described, for example, in Liu et al (2002) Plant
Physiol. 129:1732-1743 and U.S. Pat. Nos. 5,759,829 and
5,942,657, each of which is herein incorporated by refer-
ence. Efficiency of antisense suppression may be increased
by including a poly-dT region in the expression cassette at
a position 3' to the antisense sequence and 5' of the poly-
adenylation signal. See, U.S. Patent Publication No.
20020048814, herein incorporated by reference.
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Methods for using dsRNA interference to inhibit the
expression of endogenous plant genes are described in
Waterhouse et al. (1998) Proc. Natl. Acad. Sci. USA
95:13959-13964, Liu et al. (2002) Plant Physiol. 129:1732-
1743, and WO 99/49029, WO 99/53050, WO 99/61631, and
WO 00/49035; each of which is herein incorporated by
reference.

Methods of hpRNA interference are described in Water-
house and Helliwell (2003) Nat. Rev. Genet. 4:29-38 and the
references cited therein. These methods are highly efficient
at inhibiting the expression of endogenous genes. See, for
example, Chuang and Meyerowitz (2000) Proc. Natl. Acad.
Sci. USA 97:4985-4990; Stoutjesdijk et al. (2002) Plant
Physiol. 129:1723-1731; and Waterhouse and Helliwell
(2003) Nat. Rev. Genet. 4:29-38. Methods for using hpRNA
interference to inhibit or silence the expression of genes are
described, for example, in Chuang and Meyerowitz (2000)
Proc. Natl. Acad. Sci. USA 97:4985-4990; Stoutjesdijk et al.
(2002) Plant Physiol. 129:1723-1731; Waterhouse and
Helliwell (2003) Nat. Rev. Genet. 4:29-38; Pandolfini et al.
BMC Biotechnology 3:7, and U.S. Patent Publication No.
20030175965; each of which is herein incorporated by
reference. A transient assay for the efficiency of hpRNA
constructs to silence gene expression in vivo has been
described by Panstruga et al. (2003) Mol. Biol. Rep. 30:135-
140, herein incorporated by reference.

For ihpRNA, the interfering molecules have the same
general structure as for hpRNA, but the RNA molecule
additionally comprises an intron that is capable of being
spliced in the cell in which the thpRNA is expressed. The use
of an intron minimizes the size of the loop in the hairpin
RNA molecule following splicing, and this increases the
efficiency of interference. See, for example, Smith et al.
(2000) Nature 407:319-320. In fact, Smith et al. show 100%
suppression of endogenous gene expression using thpRNA-
mediated interference. Methods for using ihpRNA interfer-
ence to inhibit the expression of endogenous plant genes are
described, for example, in Smith et al. (2000) Nature 407:
319-320; Wesley et al. (2001) Plant J. 27:581-590; Wang
and Waterhouse (2001) Curr. Opin. Plant Biol. 5:146-150;
Waterhouse and Helliwell (2003) Nat. Rev. Genet. 4:29-38;
Helliwell and Waterhouse (2003) Methods 30:289-295, and
U.S. Patent Publication No. 20030180945, each of which is
herein incorporated by reference.

Transcriptional gene silencing (TGS) may be accom-
plished through use of hpRNA constructs wherein the
inverted repeat of the hairpin shares sequence identity with
the promoter region of a gene to be silenced. Processing of
the hpRNA into short RNAs which can interact with the
homologous promoter region may trigger degradation or
methylation to result in silencing (Aufsatz et al. (2002)
PNAS 99 (Suppl. 4):16499-16506; Mette et al. (2000)
EMBO J 19(19):5194-5201).

The inhibition of the expression of a target protein may be
obtained by RNA interference by expression of a gene
encoding a micro RNA (miRNA). miRNAs are regulatory
agents consisting of about 22 ribonucleotides. miRNA are
highly efficient at inhibiting the expression of endogenous
genes. See, for example Javier et al. (2003) Nature 425:
257-263, herein incorporated by reference. For miRNA
interference, the expression cassette is designed to express
an RNA molecule that is modeled on an endogenous miRNA
gene. The miRNA gene encodes an RN A that forms a hairpin
structure containing a 22-nucleotide sequence that is
complementary to another endogenous gene (target
sequence). miRNA molecules are highly efficient at inhib-
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iting the expression of endogenous genes, and the RNA
interference they induce is inherited by subsequent genera-
tions of plants.

The frequency of homologous recombination is influ-
enced by a number of factors. Different organisms vary with
respect to the amount of homologous recombination and the
relative proportion of homologous to non-homologous
recombination. Generally, the length of the region of homol-
ogy affects the frequency of homologous recombination
events, the longer the region of homology, the greater the
frequency. The length of the homology region needed to
observe homologous recombination is also species-variable.
In many cases, at least 5 kb of homology has been utilized,
but homologous recombination has been observed with as
little as 25-50 bp of homology. The minimum length of
homology needed has been estimated at 20-50 bp in E. coli
(Singer et al., (1982) Cell 31:25-33; Shen and Huang, (1986)
Genetics 112:441-57; Watt et al., (1985) Proc. Natl. Acad.
Sci. USA 82:4768-72), 63-89 bp in Saccharomyces. cerevi-
siae (Sugawara and Haber, (1992) Mol Cell Biol 12:563-75),
and 163-300 bp in mammalian cells (Rubnitz and Subra-
mani, (1984) Mol Cell Biol 4:2253-8; Ayares et al., (1986)
Proc. Natl. Acad. Sci. USA 83:5199-203; Liskay et al.,
(1987) Genetics 115:161-7).

Homologous recombination has been demonstrated in
insects. In Drosophila, Dray and Gloor found that as little as
3 kb of total template:target homology sufficed to copy a
large non-homologous segment of DNA into the target with
reasonable efficiency (Dray and Gloor, (1997) Genetics
147:689-99). Using FLP-mediated DNA integration at a
target FRT in Drosophila, Golic et al., showed integration
was approximately 10-fold more efficient when the donor
and target shared 4.1 kb of homology as compared to 1.1 kb
of homology (Golic et al., (1997) Nucleic Acids Res
25:3665). Data from Drosophila indicates that 2-4 kb of
homology is sufficient for efficient targeting, but there is
some evidence that much less homology may suffice, on the
order of about 30 bp to about 100 bp (Nassif and Engels,
(1993) Proc. Natl. Acad. Sci. USA 90:1262-6; Keeler and
Gloor, (1997) Mol Cell Biol 17:627-34).

Homologous recombination has also been accomplished
in other organisms. For example, at least 150-200 bp of
homology was required for homologous recombination in
the parasitic protozoan Leishmania (Papadopoulou and
Dumas, (1997) Nucleic Acids Res 25:4278-86). In the fila-
mentous fungus Aspergillus nidulans, gene replacement has
been accomplished with as little as 50 bp flanking homology
(Chaveroche et al., (2000) Nucleic Acids Res 28:€97). Tar-
geted gene replacement has also been demonstrated in the
ciliate Tetrahymena thermophila (Gaertig et al., (1994)
Nucleic Acids Res 22:5391-8). In mammals, homologous
recombination has been most successful in the mouse using
pluripotent embryonic stem cell lines (ES) that can be grown
in culture, transformed, selected and introduced into a
mouse embryo. Embryos bearing inserted transgenic ES
cells develop as genetically chimeric offspring. By inter-
breeding siblings, homozygous mice carrying the selected
genes can be obtained. An overview of the process is
provided in Watson et al., (1992) Recombinant DNA, 2nd
Ed., (Scientific American Books distributed by WH Freeman
& Co.); Capecchi, (1989) Trends Genet 5:70-6; and Bron-
son, (1994) J Biol Chem 269:27155-8. Homologous recom-
bination in mammals other than mouse has been limited by
the lack of stem cells capable of being transplanted to
oocytes or developing embryos. However, McCreath et al.,
Nature 405:1066-9 (2000) reported successful homologous
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recombination in sheep by transformation and selection in
primary embryo fibroblast cells.

Error-prone DNA repair mechanisms can produce muta-
tions at double-strand break sites. The nonhomologous end-
joining (NHEJ) pathways are the most common repair
mechanism to bring the broken ends together (Bleuyard et
al., (2006) DNA Repair 5:1-12). The structural integrity of
chromosomes is typically preserved by the repair, but dele-
tions, insertions, or other rearrangements are possible. The
two ends of one double-strand break are the most prevalent
substrates of NHEJ (Kirik et al., (2000) EMBO J 19:5562-6),
however if two different double-strand breaks occur, the free
ends from different breaks can be ligated and result in
chromosomal deletions (Siebert and Puchta, (2002) Plant
Cell 14:1121-31), or chromosomal translocations between
different chromosomes (Pacher et al., (2007) Genetics 175:
21-9).

Episomal DNA molecules can also be ligated into the
double-strand break, for example, integration of T-DNAs
into chromosomal double-strand breaks (Chilton and Que,
(2003) Plant Physiol 133:956-65; Salomon and Puchta,
(1998) EMBO J 17:6086-95). Once the sequence around the
double-strand breaks is altered, for example, by exonuclease
activities involved in the maturation of double-strand
breaks, gene conversion pathways can restore the original
structure if a homologous sequence is available, such as a
homologous chromosome in non-dividing somatic cells, or
a sister chromatid after DNA replication (Molinier et al.,
(2004) Plant Cell 16:342-52). Ectopic and/or epigenic DNA
sequences may also serve as a DNA repair template for
homologous recombination (Puchta, (1999) Genetics 152:
1173-81).

Alteration of the genome of a plant cell, for example,
through homologous recombination (HR), is a powerful tool
for genetic engineering. Despite the low frequency of
homologous recombination in higher plants, there are a few
examples of successtful homologous recombination of plant
endogenous genes. The parameters for homologous recom-
bination in plants have primarily been investigated by res-
cuing introduced truncated selectable marker genes. In these
experiments, the homologous DNA fragments were typi-
cally between 0.3 kb to 2 kb. Observed frequencies for
homologous recombination were on the order of 107* to
107>, See, for example, Halfter et al., (1992) Mo/ Gen Genet
231:186-93; Offringa et al., (1990) EMBO J 9:3077-84;
Offringa et al., (1993) Proc. Natl. Acad. Sci. USA 90:7346-
50; Paszkowski et al., (1988) EMBO J 7:4021-6; Hourda and
Paszkowski, (1994) Mol Gen Genet 243:106-11; and Ris-
seeuw et al., (1995) Plant J 7:109-19.

An endogenous, non-selectable gene was targeted in
Arabidopsis using a targeting vector containing a region of
about 7 kb homologous to the target gene and the targeting
frequency was estimated to be at least 3.9x10™* (Maio and
Lam, (1995) Plant J 7:359-65). In another example, using a
positive-negative selection scheme and a targeting vector
containing up to 22.9 kb of sequence homologous to the
target, homologous recombination was detected with a fre-
quency less than 5.3x107°, despite the large flanking
sequences available for recombination (Thykjr et al., (1997)
Plant Mol Biol 35:523-30). In Arabidopsis, the AGLS
MADS-box gene was knocked out by homologous recom-
bination using a targeting construct consisting of a kanamy-
cin-resistance cassette inserted into the AGLS sequence
roughly 3 kb from the 5' end and 2 kb from the 3' end. Of
the 750 kanamycin-resistant transgenic lines that were gen-
erated, one line contained the anticipated insertion (Kempin
et al., (1997) Nature 389:802-3). Hanin et al., obtained
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homologous recombination events at a basal frequency of
7x10~* using 3 kb 5'-end and 2 kb 3'-end homology to the
Arabidopsis PPO gene encoding protoporphyrinogen oxi-
dase (Hanin et al., (2001) Plant J 28:671-7). Terada et al.,
targeted the Waxy locus in rice using an Agrobacterium-
mediated transformation procedure. Negative selection, in
the form of two copies of the diphteria toxin gene placed at
both ends of T-DNA, was used to eliminate random inte-
gration of T-DNAs, allowing for enrichment of rare homolo-
gous recombination events in the selected material, and their
transformation system generated thousands of events from
just 150 rice seeds. The reported frequency of homologous
recombination of the waxy gene in rice was 0.65x107>,
without inclusion of elements to enhance homologous
recombination (Terada et al., (2002) Nat Biotech 20:1030-
4).

DNA double-strand breaks (DSBs) appear to be an effec-
tive factor to stimulate homologous recombination pathways
in every organism tested to date (Puchta et al., (1995) Plant
Mol Biol 28:281-92; Tzfira and White, (2005) Trends Bio-
technol 23:567-9; Puchta, (2005) J Exp Bot 56:1-14). Using
DNA-breaking agents, two- to nine-fold increase of homolo-
gous recombination was observed between artificially con-
structed homologous DNA repeats in plants (Puchta et al.,
(1995) Plant Mol Biol 28:281-92). In maize protoplasts,
experiments with linear DNA molecules demonstrated
enhanced homologous recombination between plasmids
(Lyznik et al., (1991) Mol Gen Genet 230:209-18).

The effects of DSBs on homologous recombination have
been investigated by using rare-cutting enzymes as well as
transposons such as Ac and Mutator (Chiurazzi et al., (1996)
Plant Cell 8:2057-66; Puchta et al., (1996) Proc. Natl. Acad.
Sci. USA 93:5055-60; Xiao and Peterson, (2000) Mol Gen
Genet 263:22-9; and Shalev and Levy (1997) Genetics
146:1143-51). Chiurazzi et al., (1996) Plant Cell 8:2057-66)
introduced DSBs into an Arabidopsis chromosome using
HO-endonuclease and observed 10-fold increase in the
frequency of homologous recombination between repeats
flanking the HO recognition site. Excision of Ac transpos-
able elements also stimulated homologous recombination
between repeats flanking the elements at an even higher
frequency (Xiao and Peterson (2000) Mol Gen Genet 263:
22-9).

Puchta et al. reported that homologous recombination
frequency at an artificial target locus was increased by up to
two orders of magnitude when DSBs were generated using
1-Scel (Puchta et al., (1996) Proc. Natl. Acad. Sci. USA
93:5055-60). In the experiment reported in Puchta et al., an
1-Scel expression cassette was introduced into transgenic
tobacco target lines together with targeting construct by
co-inoculation with the two respective Agrobacterium
strains. Homologous recombination between T-DNA con-
taining the targeting construct and the target site reconsti-
tuted the kanamycin-resistance gene (nptll). There was an
apparent correlation between frequency of homologous
recombination and the amount of I-Scel expression cassette,
suggesting that more DSBs yielded higher homologous
recombination frequency.

High frequency of homologous recombination at a pre-
introduced artificial target site was obtained using a zinc-
finger nuclease (ZFN) in tobacco (Wright et al., (2005) Plant
J 44:693-705). The zinc-finger nuclease expression cassette
and donor DNA were introduced into protoplasts by co-
electroporation and targeted modification was monitored by
kanamycin resistance and GUS activity. One modified event
was observed in approximately every 10 transformants,
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however, only 20% of the modified events contained the
desired homologous recombination products as indicated by
Southern blot analysis.

Zinc finger nucleases are engineered endonucleases with
altered specificities, for example by fusion of an engineered
DNA binding domain to an endonuclease, for example, Fokl
(Durai et al., (2005) Nucleic Acids Res 33:5978-90; Mani et
al.,, (2005) Biochem Biophys Res Comm 335:447-57).
Wright et al., and Lloyd et al., reported a high frequency
mutagenesis at a DNA target site integrated into tobacco or
Arabidopsis chromosomal DNA using zinc-finger nucleases
(Wright et al., (2005) Plant J 44:693-705; Lloyd et al.,
(2005) Proc. Natl. Acad. Sci. USA 102:2232-7). Using a
designed zinc-finger nuclease recognizing a tobacco endog-
enous acetolactate synthase (ALS) gene locus, a mutated
ALS gene known to confer resistance to imidazolinone and
sulphonylurea herbicides was introduced to replace the
endogenous ALS gene at frequencies exceeding 2% of
transformed cells (Townsend et al., (2009) Nature 459:442-
5). The knock-out of an endogenous gene and the expression
of a transgene can be achieved simultaneously by gene
targeting. The IPK1 gene, which encodes inositol-1,3,4,5,6-
pentakisphosphate 2-kinase needed in the final step of
phytate biosythesis in maize seeds, was targeted using a
designed zinc-finger nuclease to insert via homologous
recombination a PAT gene, which encodes phosphinothricin
acetyl transferase tolerance to glufosinate ammonium her-
bicides such as bialaphos. The disruption of the IPK1 gene
with the insertion of the PAT gene resulted in both herbicide
tolerance and the expected alteration of the inositol phos-
phate profile in developing seeds (Shukla et al., (2009)
Nature 459:437-41).

Members of the serine family of recombinases produce
double-strand breaks at the recombination sites as a part of
their catalytic activities (Grindley et al., (2006) Ann Rev
Biochem 16:16). The R/RS system in sweet orange appeared
to induce mutations of RS sites leading to chromosomal
deletions not associated with site-specific recombination
reactions per se (Ballester et al., (2006) Plant Cell Rep
26:39-45).

Another approach uses protein engineering of existing
homing endonucleases to alter their target specificities.
Homing endonucleases, such as [-Scel or I-Crel, bind to and
cleave relatively long DNA recognition sequences (18 bp
and 22 bp, respectively). These sequences are predicted to
naturally occur infrequently in a genome, typically only 1 or
2 sites/genome. The cleavage specificity of a homing endo-
nuclease can be changed by rational design of amino acid
substitutions at the DNA binding domain and/or combina-
torial assembly and selection of mutated monomers (see, for
example, Arnould et al., (2006) J Mol Biol 355:443-58;
Ashworth et al., (2006) Nature 441:656-9; Doyon et al.,
(2006) J Am Chem Soc 128:2477-84; Rosen et al., (2006)
Nucleic Acids Res 34:4791-800; and Smith et al., (2006)
Nucleic Acids Res 34:¢149; Lyznik et al., (2009) U.S. Patent
Application Publication No. 20090133152A1; Smith et al.,
(2007) U.S. Patent Application Publication No.
20070117128A1). Engineered meganucleases have been
demonstrated that can cleave cognate mutant sites without
broadening their specificity. An artificial recognition site
specific to the wild type yeast I-Scel homing nuclease was
introduced in maize genome and mutations of the recogni-
tion sequence were detected in 1% of analyzed F1 plants
when a transgenic [-Scel was introduced by crossing and
activated by gene excision (Yang et al., (2009) Plant Mol
Biol 70:669-79). More practically, the maize liguleless locus
was targeted using an engineered single-chain endonuclease



US 12,338,444 B2

45

designed based on the I-Crel meganuclease sequence. Muta-
tions of the selected liguleless locus recognition sequence
were detected in 3% of the TO transgenic plants when the
designed homing nuclease was introduced by Agrobacte-
rium-mediated transformation of immature embryos (Gao et
al., (2010) Plant J 61:176-87).

EXAMPLES

The present invention is further defined in the following
Examples, in which parts and percentages are by weight and
degrees are Celsius, unless otherwise stated. It should be
understood that these Examples, while indicating embodi-
ments of the invention, are given by way of illustration only.
From the above discussion and these Examples, one skilled
in the art can ascertain the essential characteristics of this
invention, and without departing from the spirit and scope
thereof, can make various changes and modifications of the
invention to adapt it to various usages and conditions. Such
modifications are also intended to fall within the scope of the
appended claims.

The meaning of abbreviations is as follows: “sec” means
second(s), “min” means minute(s), “h” means hour(s), “d”
means day(s), “pl.” means microliter(s), “ml” means mil-
liliter(s), “L” means liter(s), “uM” means micromolar,
“mM” means millimolar, “M” means molar, “mmol” means
millimole(s), “wmole” mean micromole(s), “g” means
gram(s), “ug” means microgram(s), ‘ng” means
nanogram(s), “U” means unit(s), “bp” means base pair(s)
and “kb” means kilobase(s).

The DNA repair mechanisms of cells are the basis of
transformation to introduce extraneous DNA or induce
mutations on endogenous genes. DNA homologous recom-
bination is a specialized way of DNA repair that the cells
repair DNA damages using a homologous sequence. In
plants, DNA homologous recombination happens at fre-
quencies too low to be used in transformation until it has
been found that the process can be stimulated by DNA
double-strand breaks (Bibikova et al., (2001) Mol. Cell Biol.
21:289-297; Puchta and Baltimore, (2003) Science 300:763;
Wright et al., (2005) Plant J. 44:693-705).

Example 1

DNA Double-Strand-Break-Induced Alteration of an Endog-
enous Target Site

When a DNA double-strand-break-inducing agent recog-
nizes and cleaves the specific recognition sequence at a
target site in the genome, a DNA double-strand break is
formed triggering the cell DNA repair mechanisms to mobi-
lize to repair the damage that could be fatal to the cell. The
process can be utilized in plant transformation to introduce
mutations specifically at the target site to knock out the gene
residing at the target site or to insert a donor DNA of interest
at the target site. Once the DNA double-strand break is
formed, depending on the designs of the DNA constructs
involved and the actual processes of DNA repair, different
outcomes can be obtained serving different transformation
purposes.

For simple site-specific gene mutations, a target site
containing a recognition sequence (FIG. 1A) and a DNA
double-strand break agent such as a endonuclease (FIG. 1B)
that recognizes specifically the recognition sequence have to
be present in the same cell. After the endonuclease recog-
nizes and cuts the DNA, the two free ends can be repaired
through end joining by the cell DNA repair machinery
without the intervention of any external factors. The two
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ends can be repaired to its original state so no change can be
detected or they can be altered before being repaired result-
ing detectable changes after they are connected again such
as the deletion of one or more nucleotides of the recognition
sequence and possibly extra surrounding sequences (FIG.
1F). Mutations are introduced at the target site by the latter
process.

To achieve site-specific DNA insertions, a donor DNA
containing the DNA of interest has to be simultaneously
present in the cell in addition to the target site and the
endonuclease. The donor DNA can contain the same DNA
sequences that flank the target site to flank the gene of
interest, i.e., the homologous sequences (FIG. 1C). The
DNA of interest can be inserted at the target site by homolo-
gous recombination (FIG. 1E), a process that is stimulated
by the DNA double-strand break at the target site. The donor
DNA can also contain only the DNA of interest without any
flanking homologous sequences (FIG. 1D). The DNA of
interest can still be inserted at the target site though in a less
predictable fashion through non-homologous recombina-
tion. Similarly, any unrelated DNA that happens to be
present when the DNA ends are repaired can be inserted at
the target site (FIG. 1G). The different outcomes (FIGS.
1E-G) can be obtained simultaneously in the same transfor-
mation experiment.

Any means to make a DNA double-strand break in vivo
can be used as the DNA double-strand-break-inducing agent
such as the most commonly used meganucleases which
recognize >18 bp sequences, which are long enough to be
unique in most genomes. Even numerous meganucleases
have been found and characterized to recognize many dif-
ferent sequences, but such sequences are often not naturally
present in important crops such as soybean or maize and
even if similar sequences can be found in crop genomes, the
limited numbers of these sequences are still too small to be
useful. Certain meganucleases such as I-Crel can be modi-
fied by protein engineering in such a way that it will no
longer preferentially recognize the recognition sequence of
wild type I-Crel and instead will preferentially recognize
specifically selected sequences of interest. Taking advantage
of the flexibility of the I-Crel endonuclease, one can design
and make a modified I-Crel to cleave a target site of our
choice in the genome and subsequently introduce mutations
or insert genes of interest at the selected target site. The
precise genetic engineering that this methodology provides
will solve many problems that traditional plant transforma-
tion methods such as Agrobacterium infection and biolistic
bombardment currently face, such as unpredictable integra-
tion, unwanted endogenous gene interruption, unpredicted
transgene expression, etc.

In one embodiment of the invention, we used engineered
I-Crel-like meganucleases that recognize selected different
endogenous target sites in the soybean genome and pro-
duced mutations and insertions at the selected target sites.

Example 2

Production of a Complex Trait Locus in the Soybean
Genome Near a Transgenic Event for Oil Quality Using
Engineered Meganucleases

Soybean lines comprising an endogenous target recogni-
tion sequence in their genome were contacted with a custom
designed meganuclease, derived from 1 Crel, which is
designed to specifically recognize and create a double-strand
break in the endogenous target sequence. Soybean embryos
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comprising an endogenous target site were contacted with
the components described below, events selected and char-
acterized.
A. TS21, TS14, TS30 and TS5 Target Sites

Sequence analyses were done for about 500000 bp
genomic region in soybean near a transgenic event of
interest (event DP-305423-1, U.S. Patent Application Pub-
lication No. 2008/0312082 A1, published Dec. 18, 2008). A
series of soybean genomic endogenous target recognition
sequences, referred to as TS21, TS14, TS30 and TS5, were
selected for design of custom double-strand break inducing
agents derived from I-Crel meganuclease. Each of these
target recognition sequences is a unique 22 bp polynucle-
otide. The target recognition sites have the following
sequences:

TS21 target
(SEQ ID NO:
GGCACTCTCGTGT VGTGATTAAA

TS14 target
(SEQ ID NO:
CAGACGTACGCAAVGTAGCTTTG

TS30 target
(SEQ ID NO:
GAGTCCCACGCAAVGAGCATAAA

TS5 target
(SEQ ID NO:
AAGACTTACGTGT YGTACTCGTG

4)

The double-strand break sites and overhang regions are
shown in bold, the enzyme cuts after C13, as indicated by
the solid triangle.

Within the soybean genome, TS5 is about 600 kbp
upstream of, and on the same chromosome as, the transgenic
event of interest. TS30, TS21 and TS14 are on the same
chromosome as TS5 and are 120 kbp, 125 kbp and 500 kbp
downstream of the transgenic event of interest (FIG. 2).
B. TS21, TS14, TS30, and TS5 Meganucleases

The I-Crel meganuclease was modified to produce the
TS21, TS14, TS30 and TS5 meganucleases, which are
designed to recognize their corresponding target sequences,
under a contract with Precision Biosciences (Durham, NC
USA). Wild-type [-Crel meganuclease is a homodimer. In
order to recognize their target sequences, different substitu-
tions were made to each monomer. The coding sequences for
each monomer were joined by a linker sequence to produce
single-chain fusion polypeptides. Genes encoding the
designed meganucleases were optimized for expression in
plants. SEQ ID NO: 9 is the plant-optimized nucleotide
sequence of the TS21 meganuclease. SEQ ID NO: 10 is the
plant-optimized nucleotide sequence of the TS14 mega-
nuclease. SEQ ID NO: 11 is the plant-optimized nucleotide
sequence of the TS30 meganuclease. SEQ ID NO: 12 is the
plant-optimized nucleotide sequence of the TS5 meganucle-
ase. These genes include a nucleus localization signal from
the SV40 virus (SEQ ID NO: 34) and an intron from the
potato ST-L.S1 gene. The intron prevents expression of the
genes in bacteria during the cloning process, but is not
necessary for expression in plant cells. In these plant-
optimized nucleotide sequences (SEQ ID NOs: 9-16)
nucleotides 1-30 encode an SV40 nucleus localization
amino acid sequence, nucleotides 100-261 and nucleotides
850-1011 encode the 1st half and 2nd half target site binding
amino acid sequences, respectively, nucleotides 403-591 are
the potato ST-LS1 intron, and nucleotides 685-798 encode
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the amino acid sequence of the polypeptide that links the two
re-engineered [-Crel monomers into a single chain.

Plant optimized nucleotide sequences without the ST-1.S1
intron encoding the engineered meganucleases were con-
structed as well (see, SEQ ID NO: 33 for example).

C. Vector Construction for Plant Expression Vectors of the
Meganuclease Genes and Repair DNAs for Transgene Inte-
gration by Homologous Recombination

Vectors comprising expression cassettes for the appropri-
ate meganuclease were constructed using standard molecu-
lar biological techniques. All custom designed meganucle-
ases were tested including TS21, TS14, TS30 and TSS. For
each of the meganucleases, a plant expression vector com-
prising a polynucleotide encoding one of the meganuclease
genes was operably linked to a soybean constitutive pro-
moter.

The following meganuclease plant expression vectors
were made:

RTW317 (SEQ ID NO: 35, GM-EF1A pro::TS21::pinll)
expression cassette contains the TS21 meganuclease plant
optimized sequence without an intron and driven by soybean
EF1A promoter.

RTW322 (SEQ ID NO: 36, GM-EF1A pro::TS21 with
ST-LS1 intron2:pinll) expression cassette contains the
TS21 meganuclease plant optimized sequence with an intron
and driven by soybean EF1A promoter. Other expression
cassettes were made in a similar manner as RT317 and
RTW322, but contained a different promoter, or meganucle-
ase, such as: RTW319 (GM-EF1A pro::TS14::pinll),
RTW324 (GM-EF1A pro:TS14 with ST-LS1 intron2:
pinll), RTW323 (GM-EF1A pro:: TS5 with ST-L.S1 intron2::
pinll), RTW325 (GM-EF1A pro::TS30 with ST-LS1
intron2::pinll), RTW345 (GM-UBQ pro::TS21::pinll),
RTW334(GM-UBQ pro::TS21 with ST-L.S1 intron2::pinll),
RTW351 (GM-MTH1 pro::TS21::pinll), RTW339 (GM-
MTH1 pro::TS21 with ST-LS1 intron2::pinll), wherein
GM-ETF1A is the soybean ETF1A promoter, GM-UBQ is
the soybean ubiquitin promoter, GM-MTHI1 is the soybean
MTHI1 promoter, and pinll is the pinll terminator.

To achieve site-specific DNA insertions, a repair DNA
(donor DNA) containing the gene of interest has to be
simultaneously present in the cell in addition to the target
site and the endonuclease. The gene of interest was flanked
by two homologous recombination fragments (HR1 and
HR2), which were 1 to 3 kb long genomic DNA sequences
flanking the meganuclease target sites. The gene of interest
can be inserted at the target site by DNA homologous
recombination, a process that is stimulated by the DNA
double-strand break at the target site.

A repair DNA (or donor DNA) fragment, Rep-RTW328A
(SEQ ID NO: 37) was made for gene integration at TS21
target site in the soybean genome. The RTW328 repair DNA
consists of a 1020 bp TS21 HR1 fragment (SEQ ID NO:17),
a hygromycin selection marker cassette and a 1000 bp TS21
HR2 fragment (SEQ ID NO:18). The hygromycin selection
marker was driven by a SCP1 promoter and a NOS termi-
nator (U.S. Pat. No. 6,072,050; Suzuki et al., Gene (2000)
242(1-2):331-336). Similar repair DNA vectors were made
for TS14, TS30, and TSS target sites in soybean genome.
The Rep-TS14 repair DNA vector consists of a 1000 bp
TS14 HR1 fragment (SEQ ID NO:19, the same hygromycin
selection marker cassette and a 928 bp TS14 HR2 fragment
(SEQ ID NO:20). The Rep-TS30 repair DNA vector (con-
sists of'a 1000 bp TSO HR1 fragment (SEQ ID NO:21), the
same hygromycin selection marker cassette and a 1009 bp
TS30 HR2 fragment (SEQ ID NO:22). The Rep-TS5 repair
DNA vector consists of a 1006 bp TS5 HR1 fragment (SEQ
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1D NO:23), the same hygromycin selection marker cassette
and a 1007 bp TSS HR2 fragment (SEQ ID NO:24).

A DNA double-strand break agent was simultaneously
introduced with the repair DNA to facilitate homologous
DNA recombination. It is convenient to transiently express
the custom designed meganuclease by co-bombardment of a
meganuclease expression vector with its corresponding
repair DNA in soybean transformation. The presence or
absence of an ST-LS1 intron in the DNA nucleotide
sequence encoding a meganuclease did not affect the func-
tionality of the meganuclease. Alterations at the target site
were observed when expression of the meganuclease with
both a DNA sequence that included or excluded the ST-L.S1
intron in the expression cassette.

D. Genomic Sequence Modifications and Transgene Inte-
gration at Endogenous Target Sites with Custom Designed
Meganucleases

PCR and qPCR assays were done following established
protocols using gene-specific primers and probes (Li et al.,
(2007) Plant Mol Biol 65:329-41; Li et al., (2009) Plant
Physiol 151:1087-95). gPCR assays specific to the TS21,
TS14, TS30, and TSS target sequences were developed to
identify sequence changes that happen in the region. The
primers and probe were designed as below and tested.

TS21 qPCR:

Mega21-190F (SEQ ID NO:38)

Mega21-301R (SEQ ID NO:39)

Mega21-250T (SEQ ID NO:40)

TS14 qPCR:

Megal4-13F (SEQ ID NO:41)

Megal4-128R (SEQ ID NO:42)

Megal4-85T (SEQ ID NO:43)

TS30 qPCR:

Mega30-30F (SEQ ID NO:44)

Mega21-87R (SEQ ID NO:45)

Mega21-52T (SEQ ID NO:46)

TS5 qPCR:

Mega5-F1 (SEQ ID NO:47)

Mega5-R1 (SEQ ID NO:48)

Mega5-T1 (SEQ ID NO:49)

All hygromycin resistant soybean transgenic events were
first analyzed by qPCR assays of the meganuclease target
site. Changes in the meganuclease target sequence caused by
DNA cleavage and repair result in the copy number reduc-
tion of the meganuclease target site from two copies in wild
type soybean genome to either one or zero copies in the
transgenic events. These “qPCR hit” events with reduced
target site copy numbers were chosen for further genomic
PCR and sequencing analyses. From qPCR analyses of the
TS21, TS14, TS30 and TSS target sites, it was shown that the
copy numbers of the target sites in most of the positive
transgenic events were reduced by half, indicating one allele
of the target sites in soybean genome was disrupted by
meganuclease cutting/DNA repair mechanism.

Two groups of genomic PCR amplifications were carried
out to further characterize these candidate events from qPCR
assay to understand the genomic sequence modifications and
transgene integrations. The first group of genomic PCRs
were designed to identify mutations in the meganuclease
target sites, by amplifying genomic fragments containing the
TS21 target site using a primer that anneals in HR1 and
another primer that anneals in HR2. For example, for TS21,
the primer set WOL133 and WOL134 (SEQ ID NO:50 and
51) were used to amplify genomic fragments containing the
TS21 target site (FIG. 3A). The PCR products were cloned
and sequenced to identify mutations at the TS21 target site.
In some cases, a meganuclease in vitro cutting assay to cut
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the PCR product of an unmodified target site was used to test
if the target site had been modified. In the in vitro cutting
assay, the PCR products amplified using primers directed to
the target site were digested with the meganuclease at 37° C.
overnight. Samples with meganuclease enzyme were treated
with proteinase K and SDS to denature the protein. The
digestion products were separated on a 1.5 to 2% agarose
gel. Undigested products indicate that the target site was
modified. The undigested PCR products were then cloned
and sequenced to verify the genome sequence modification.
An example of the soybean genome sequence modification
on TS21 target site is shown in FIG. 3B.

With this approach, soybean genome sequence modifica-
tions were detected at TS5, TS14 and TS30 target sites (FIG.
4 and Table 1).

TABLE 1

qPCR copy number analyses of TS30 target sites, pinll (representing the

meganuclease cassette) and Hygro (representing the repair DNA cassette
Clone ID TS30 qPCR Copy# pinll qPCR copy# Hygro qPCR copy#
A 7052.2.5 0.56 0.00 1.98
A 7052.10.26 0.55 0.00 1.55
A 7052.10.28 0.54 0.00 1.96
A 7034.1.11 0.53 0.00 2.98
A 7034.3.1 0.54 1.70 3.41
A 7034.3.15 0.52 0.96 4.54
WT control 0.96 2.23 5.19

The copy numbers of the TS30 target sites in positive
transgenic events were reduced by half, indicating one allele
of the target sites in soybean genome was disrupted by
meganuclease cutting/DNA repair mechanism. These results
demonstrate that introduction of the meganuclease gene into
the plant cell leads to modifications in the genomic region of
interest.

Both wild type soybean and transgenic embryos have
been used in the soybean transformation. The target modi-
fication rate (QPCR) with TS21 is the same in wild type
soybean and the transgenic event. These results demon-
strated that we can directly introduce genome modifications
in the transgenic event or introduce genome modifications to
the same locus in wild type soybean.

The second group of genomic PCR amplifications was
more focused on transgene integration with border specific
PCR. For example, for TS21 (FIG. 3A), the primer set
WOL190 (SEQ ID NO:52) and WOL242 (SEQ ID NO:53)
were designed and used to amplify the left border DNA
fragment that results from transgene integration. WOL190 is
a sequence specific primer located in soybean genome 5'
beyond the TS21 HR1 region and WOL242 is a sequence
specific primer to the 5' hygromycin-resistance marker gene
coding sequence in the reverse orientation. An 1860 bp PCR
product can only be obtained when the RTW328A repair
DNA is integrated by homologous recombination facilitated
by a double-strand break introduced at the genomic target
sitt by TS21 meganuclease. Another set of primers,
WOL153 (SEQ ID NO:54) and WOL247 (SEQ ID NO: 55),
was also designed and used to amplify the right border DNA
fragment that results from transgene integration. WOL153 is
the sense primer from the NOS terminator and the WOL.247
is a sequence specific primer located in soybean genome 3'
beyond the TS21 HR2 region. A 1727 bp PCR product can
only be obtained when the RTW328A repair DNA is inte-
grated by homologous recombination facilitated by a
double-strand break introduced at the genomic target site by



US 12,338,444 B2

51

TS21 meganuclease. Similar genomic PCR primers have
been designed and tested for other custom designed mega-
nuclease.

TS21 qPCR

Target site primers

WOL133 (SEQ ID NO:50)

WOL134 (SEQ ID NO:51)

Left border primers

WOL190 (SEQ ID NO:52)

WOL242 (SEQ ID NO:53)

Right border primers

WOL153 (SEQ ID NO:54)

WOL247 (SEQ ID NO:55)

TS14 qPCR

Target site primers

WOL121 (SEQ ID NO:56)

WOL150 (SEQ ID NO:57)

Left border primers

WOL192 (SEQ ID NO:58)

WOL242 (SEQ ID NO:53

Right border primers

WOL153 (SEQ ID NO:54)

WOL193 (SEQ ID NO:59)

TS30 qPCR

Target site primers

WOL113 (SEQ ID NO:60)

WOL114 (SEQ ID NO:61)

Left border primers

WOL194 (SEQ ID NO:62)

WOL242 (SEQ ID NO:53)

Right border primers

WOL153 (SEQ ID NO:54)

WOL195 (SEQ ID NO:63)

TS5 qPCR

Target site primers

WOL105 (SEQ ID NO:64)

WOL144 (SEQ ID NO:65)

Left border primers

WOL196 (SEQ ID NO:66)

WOL242 (SEQ ID NO:53)

Right border primers

WOL153 (SEQ ID NO:54)

WOL197 (SEQ ID NO:67)

Primer pairs were designed with one primer capable of
annealing to either the 5' or 3' sequence flanking a target site
and another primer capable of annealing to a sequence
within the potential insert (i.e., the transgene). For the TS14
target site, 18 qPCR positive events were identified from
total 68 events by qPCR analyses. Out of the 18 qPCR
positive events, three events were confirmed to be perfect
TS14 meganuclease mediated transgene integration events
by homologous recombination.

These results demonstrate that soybean cells possess
natural DNA repair machinery that can repair DNA double-
strand break ends by simple end joining or by homologous
recombination. It is thus expected that similar rates of
site-directed mutagenesis and gene insertion via homolo-
gous recombination can be achieved at any target sites in the
soybean genome using proper double-strand break inducing
agents specific to the target recognition sequences. Using a
simple PCR screening procedure described herein, it is
practical to identify such insertion and mutation events. A
perfect transgene integration event can be identified when
both left border PCR and right border PCR indicate insertion
at the target site. Transgene integration at the pre-defined
target sites within a genomic region of interest provides a
novel gene stacking technology. FIG. 5 is a schematic
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example of stacking new trait genes into a single target site
in close proximity to a transgenic event of interest.

Example 3

Production of a Complex Trait Locus in the Soybean
Genome Near a Herbicide Resistance Transgenic Event
Using Engineered Meganucleases
A. TS7, TS4, TS22 and TS24 Target Sites

The transgene border analyses of a herbicide resistance
transgenic event (Event 3560.4.3.5 described in U.S. Patent
Application Publication Nos. 2010/0184079, 2009/0036308,
and 2008/0051288) showed that the transgene was inserted
in a soybean chromosome about 12 ¢cM away from three
disease resistance markers based on molecular marker
analyses (FIG. 6). Sequence analyses were done for about
400000 bp in this genomic region of interest and four
meganuclease target sites (IS7, TS4, TS22 and TS24) were
identified with desirable genetic distances between these
target sites and nearby disease resistance markers, and a
herbicide resistance transgenic event. Each of these target
recognition sequences is a unique 22 bp polynucleotide. The
target recognition sites have the following sequences:

TS7 target

(SEQ ID NO: 5)
GACATTGTCGTGAVGARAAGAGA
TS4 target

(SEQ ID NO: 6)
AAATCTGTCTTGC VGAAACGGCA
TS22 target

(SEQ ID NO: 7)
TATTCTCTCATAAVATAAACTTT
TS24 target

(SEQ ID NO: 8)

GGAATGGACATAAVGAGAACTGT

The double-strand break sites and overhang regions are
shown in bold, the enzyme cuts after C13, as indicated by
the solid triangle.

B. TS7, TS4, TS22 and TS24 Meganucleases

The I-Crel meganuclease was modified to produce the
TS7, TS4, TS22 and TS24 meganucleases, which are
designed to recognize their corresponding target sequences,
under a contract with Precision Biosciences (Durham, NC
USA). Wild-type I-Crel meganuclease is a homodimer. In
order to recognize their target sequences, different substitu-
tions were made to each monomer. The coding sequences for
each monomer were joined by a linker sequence to produce
single-chain fusion polypeptides All these target sites are
about 1 to 10 cM away from the cluster of the three disease
resistance markers.

The plant optimized nucleotide sequence encoding the
TS7 meganuclease (SEQ ID NO: 13), TS4 meganuclease
(SEQ ID NO:14), TS22 meganuclease (SEQ ID NO:15) and
TS24 meganuclease (SEQ ID NO:16) includes a DNA
fragment (from bp 1-30) encoding an SV40 nuclear local-
ization signal (MAPKKKRKVH; SEQ ID NO: 34) as well
as a ST-LS1 intron (from bp 403 to bp 591 of SEQ ID 13-16)
in order to eliminate expression in E. coli and Agrobacte-
rium. Nucleotides 685-798 of SEQ ID NOs:13-16 encode
the amino acid sequence of the polypeptide that links the two
engineered I-Crel monomers into a single chain. Nucleo-
tides 100-261 of SEQ ID NOs:13-16 and nucleotides 850-
1011 of SEQ ID NOs:13-16 encode the first half and the
second half target site binding amino acid sequences, respec-
tively.
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C. Vector Construction for Plant Expression Vectors of the
Meganuclease Genes and Repair DNAs for Transgene Inte-
gration by Homologous Recombination

Vectors comprising expression cassettes for the appropri-
ate meganuclease were constructed using standard molecu-
lar biological techniques. All custom designed meganucle-
ases were tested including TS7, TS4, TS22 and TS24. For
each of the meganucleases, a plant expression vector com-
prising a polynucleotide encoding one of the meganuclease
genes was operably linked to a soybean constitutive pro-
moter.

To achieve site-specific DNA insertions, a repair DNA
(donor DNA) containing the DNA of interest has to be
simultaneously present in the cell in addition to the target
site and the endonuclease. The DNA of interest was flanked
by two homologous recombination fragments (HR1 and
HR2), which were 1 to 3 kb long genomic DNA sequences
flanking the meganuclease target sites. The DNA of interest
can be inserted at the target site by DNA homologous
recombination, a process that is stimulated by the DNA
double-strand break at the target site.

The HR1 and HR2 domains for TS7, TS4, TS22 and TS24
are SEQ ID NOs: 25 and 26, SEQ ID NOs: 27 and 28, SEQ
ID NOs: 29 and 30 and SEQ ID NOs: 31 and 32, respec-
tively.

Repair DNA vectors were made as described in Example
2 C.

A DNA double-strand break agent was simultaneously
introduced with the repair DNA to facilitate homologous
DNA recombination. It is convenient to transiently express
the custom designed meganuclease by co-bombardment of a
meganuclease expression vector with its corresponding
repair DNA in soybean transformation.

Example 4

Cluster of Meganuclease Target Sites in a Short Region of
the Soybean Genome for Stacking of Multiple Trait Genes

As shown in FIG. 7, a series of meganuclease target sites
can be identified with desirable genetic distances between
these target sites. Custom designed meganucleases can be
used to target a series of trait genes into this defined genome
locus either by sequential transformation or by genetic
crosses with individual trait genes. Using this method
depicted in FIG. 7, multiple traits can be stacked in a
genomic region of interest that comprises, for example, a
transgene or native gene of interest, and other transgenic
traits or native trait loci such as disease resistance markers.

Example 5

Production of a Complex Trait Locus at a Maize Endog-
enous Locus by Engineered Meganucleases
A. MHP Target Sites

A genomic region encompassing about 1.8 million
nucleotides and representing a genetic region of approxi-
mately 4.3 centimorgans (cM) on a maize chromosome was
chosen as a target region for generation of a complex trait
locus. The genomic region was scanned for 22-mer
sequences that could serve as target sites containing recog-
nition sequences for double-strand-break inducing mega-
nucleases and be useful for insertion of additional transgenes
in order to create a complex trait locus. A series of 35
putative target sites (SEQ ID NOs: 68-77) were selected in
a 2 c¢cM region (FIG. 8) in close proximity of the transgene
insertion site for design of custom double-strand break
inducing agents derived from I-Crel meganuclease. FIG. 8
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show the genetic and physical location of the MHP target
sites relative to each other and the transgene of interest.
B. MHP Meganucleases

The I-Crel meganuclease was modified to produce endo-
nucleases, which were designed to recognize their corre-
sponding target sequences, (SEQ ID NOs: 68-77). The
design of custom made meganucleases has been described in
United States Patent Application Publication No. US 2007/
0117128 Al.

Genes encoding the designed meganucleases were opti-
mized for expression in plants. The engineered endonu-
clease expression cassettes contained the maize codon-
optimized nucleotide sequences for better performance in
maize cells. The endonuclease gene sequences were also
supplemented with DNA sequences encoding a SV40
nuclear localization signal (SEQ ID NO: 34). The maize
ubiquitin promoter and the potato proteinase inhibitor II
gene terminator sequences completed the endonuclease gene
designs. The MHP55 (SEQ ID NO:80) expression cassette
was additionally modified by addition of the ST-L.S1 intron
to the coding sequence of the first monomer in order to
eliminate its expression in E. coli and Agrobacterium. SEQ
ID NO:82 is the plant-optimized nucleotide sequence of
MHPS55-2 containing a nuclear localization signal and with-
out an intron. SEQ ID NO: 78 is the plant-optimized
nucleotide sequence of the MHP14 meganuclease. A custom
designed meganuclease, referred to as MHP14+ was made
as well. SEQ ID NO: 79 is the plant-optimized nucleotide
sequence of the MHP14+ meganuclease. SEQ ID NO: 83 is
the plant-optimized nucleotide sequence of the MHP77
meganuclease
C. Vector Construction for Plant Expression Vectors of the
Meganuclease Genes and Repair (donor) DNAs for Trans-
gene Integration by Homologous Recombination

Vectors comprising expression cassettes for the appropri-
ate meganuclease were constructed using standard molecu-
lar biological techniques. For each of the meganucleases, a
plant expression vector comprising a polynucleotide encod-
ing one of the meganuclease genes was operably linked to a
maize constitutive promoter.

To achieve site-specific DNA insertions, a repair DNA
(donor DNA) containing the gene of interest has to be
simultaneously present in the cell in addition to the target
site and the meganuclease. A vector (PHP44285,SEQ 1D
NO:104), or PHP44779, SEQ ID NO:105) containing a
polynucleotide encoding the engineered meganuclease
MHP14, or the optimized meganuclease MHP14+, and a
donor DNA was constructed using standard molecular biol-
ogy techniques. The donor DNA contained an herbicide
resistance gene used as the selection marker for transforma-
tion. The herbicide resistance gene MoPAT encodes a phos-
phinothricin acetyltransferase, and was flanked by two
homologous recombination fragments, HR1 (SEQ ID NO:
84) and HR2 (SEQ ID NO: 85), which were about 1 kb long
genomic DNA sequences flanking the meganuclease target
sites. Each vector PHP44285 or PHP44779 contained the
meganuclease cassette, the donor DNA and the homology
sequences HR1 and HR2.

Maize immature embryos 9-12 DAP (days after pollina-
tion, approximately 1.5-2.0 mm in size) from a maize
transformable line were used for gene transformation by
bombardment (Example 6). The immature embryos were
placed on 560Y medium for 4 hours at 26° C. or alterna-
tively, immature embryos were incubated at temperatures
ranging from 26° C. to 37° C. for 8 to 24 hours prior to
placing on 560Y preceding bombardment (as described in
Example 6). Developmental genes ODP2 (AP2 domain
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transcription factor ODP2 (Ovule development protein 2);
US20090328252 Al) and Wushel were included in the
experiments through co-bombardment (Example 7). Maize
immature embryos were transformed with the vectors
PHP44285 or PHP44779.

D. Genomic Sequence Modifications and Transgene Inte-
gration at Endogenous Target Sites with Custom Designed
Meganuclease

Successtul delivery of the MHP14 donor vector
(PHP44285 or PHP44779) conferred bialaphos herbicide
resistance, and was used to identify putative events by callus
selection on herbicide containing media. Callus tissues
and/or plants regenerated from stable transformants using
standard culture and regeneration conditions were screened
for modification of the endogenous MHP14 target site.

Real time PCR (qPCR) was used to determine the target
site copy number. Two copies of the target site indicate that
both alleles are wild type and that no modification occurred
at the target site. One copy means one allele of the target site
has changed during repair of the double strand break gen-
erated by the MHP14 or MHP14+, while absence of the
target site (null) is the result of both alleles modified. The
copy number can also be in between 1 and 2 due to chimeric
nature of callus samples. The probe sequence for gPCR of
MHP14 target site was CAGATTCACGTCAGATTT (SEQ
1D NO: 106), the MHPTS14_forward primer was AGCGA-
CATAGTGGTGTATAAAAGGAA (SEQ ID NO: 107) and
MHPTS14_reverse primer was TGGAT-
TGTAATATGTGTACCTCATGCT (SEQ ID NO: 108). The
amplicon was approximately 100 bp.

To examine whether increased temperature would
increase the rate of target site modification, maize embryos
were incubated at different temperatures following bom-
bardment with several meganucleases. Table 2 shows the
effect of temperature on the meganuclease activity of
MHP14 as determined by target site modification. Table 2
indicates that increased temperature results in increased
target site mutation rate.

TABLE 2

Effect of incubating maize embryos at increased temperature post-
bombardment on target site mutation rate of meganucleases

Meganuclease Temperature (° C.) Target Site Mutation Rate

MHP14
MHP14

28
32

14%
46%

Following bombardment, embryos were incubated on
560P (maintenance medium) for 12 to 48 hours at 28° C. or
32° C. and then placed at 28° C. Herbicide-resistant events
were screened for modification at the target site by measur-
ing target site copy-number using qPCR. Target site muta-
tion rate indirectly measures the meganuclease activity.
TSMutRate (target site mutation rate) indicated the modifi-
cation rate of the MHP14 or LIG3/4 target site (#events with
modification/#events100%). As shown in Table 2, target site
mutation rate for both MHP14 and LIG34 was approxi-
mately 3x higher when embryos were placed at 32° C. for
48 hours after bombardment compared to no temperature
elevation treatment.

Maize calli were also screened for integration of the
transgene cassette from the donor DNA (PHP44285 or
PHP44779) at the MHP14 target site through junction PCR
and selected callus events were regenerated into TO plants.
FIG. 9A shows an outline of PCR screening for integration
of the donor DNA fragment via homologous recombination
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at MHP14 target site (PHP44779 donor). Arrows indicate
primer locations. FIG. 9B shows PCR of MHP14 callus
events: B1-B12 Junction PCR with primers 146773/146775;
b1-b12 Junction PCR with primers 146772/146778. Two
events (B2 and B5) yielded the predicted 1-1.2 kb PCR
fragments that result from integration by homologous
recombination for both junctions. PCR products from TO
plants derived from these callus events were sequenced to
verify the callus results. PCR screening revealed integration
of the herbicide resistance transgene cassette at MHP14
target site. Primers were from the genomic region outside of
the homology of donor vector and from the transgene
cassette close to the end of the homology.

FIG. 10A shows a schematic outline of long fragment
PCR reactions used to confirm UBI:moPAT:Pinll cassette
integration at the endogenous MHP14 target. FIG. 10B:
shows the results of long fragment PCR on TO plants from
three events where integration occurred at the target site. The
plant A5 was from event #1, A6-A8 event #2, and C4-C6
event #3. 10B-left shows the long junction fragment PCR on
the HR1 side using genomic primer (146775) and moPAT
primer (mopatR2); 10B-right shows the long junction frag-
ment PCR on HR2 side (mopatF2/146772). Arrows indi-
cated PCR primer locations. Primer set 146772/mopatF2
amplified a 4 kb fragment, spanning from moPAT gene
through the UBI intron, UBI promoter, and the HR2
sequence to the adjacent genomic region. Primer set 146775/
mopatR2 amplified a 2.2 kb fragment, spanning from the
moPAT gene through the HR1 to the adjacent genomic
region. These two fragments overlapped and covered the
whole insert at MHP14 target site. The sizes of the two long
PCR products indicate a perfect integration of the donor
gene cassette at MHP14 target site

To determine the segregation pattern of the integration
events in progeny, T1 seeds from selfed TO plants were
planted in flats and T1 plants genotyped by using PCR
and/or qPCR. The segregation ratio of integration genotypes
fit 1:2:1 for wild type (no integration), heterozygous (one
allele having integration and the other wild-type) and
homozygous integration of the transgene at the MHP14
target site, demonstrating Mendelian inheritance. No visible
phenotype was observed in the homozygous or heterozygous
integration plants.

The entire inserted fragment of UBI:moPAT:Pinll was
obtained by using PCR on DNA from homozygous T1 plants
with primers in the genomic region outside of the HR1 and
HR2 (146772/146775). A PCR product of 5 kb was ampli-
fied from homozygous plants as expected. A 2 kb PCR
product was amplified from the unmodified intact genomic
sequence from wild-type plants.

Trait gene cassettes can be introduced at other target sites
of the complex trait locus through homologous recombina-
tion mediated by engineered meganucleases. Engineered
meganucleases were designed to direct double strand breaks
a two other MHP target sites, MHPS55 (SEQ ID NO: 72) and
MHP77 (SEQ ID NO: 74) within the complex trait locus.
Target site modification was determined using qPCR. The
probe sequence for qPCR screening of the MHPSS5 target site
was AACCGTCGTGAGACCT (SEQ ID NO: 115), the

MHPTSS5_Forward_MGBprimer sequence was
AAGGCGCAGCCGTTGAG (SEQ ID NO: 116), and
MHP55_reverse. MGB primer was

CTACCGGTTTCGCGTGCTCT (SEQ ID NO: 117). The
probe sequence for qPCR of MHP77 target site was
TAGTATGACATACATACCGCC (SEQ ID NO: 118), the
MHPTS77_Forward_MGB primer sequence was TCCT-
TAGGGCGGTATGTATGTCA (SEQ ID NO: 119), and
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MHP77_reverse. MGB primer was CATCGGT-
CAAAAAACACATAAACTTT (SEQ ID NO: 120). The
trait gene cassettes encoding MHP14, MHP55 and MHP77
were introduced into maize somatic embryos via transfor-
mation techniques using bombardment and following bom-
bardment, embryos were incubated on 560P (maintenance
medium) for 48 hours at. As shown in Table 3, maize callus
containing the MHPS55 target site bombarded with
PHP45782 or PHP46924 which include genes encoding
MHPS55 or MHP55.2 meganucleases, respectively, also lead
to an observed increase in the target site mutation rate
modified MHP55.2 variant. In addition, maize callus con-
taining a MHP77 target site bombarded with vectors
PHP45970 or PHP50238 which include genes encoding
MHP77 or MHP77.3 meganucleases, respectively, showed a
higher frequency of mutated target sites from callus bom-
barded with the modified variant MHP77.3. Taken together,
like MHP14, these meganucleases directed mutations to
their corresponding target sites and modified versions lead to
an increase in the target site mutation rate (approx 2 to
10-fold increase when compared to their original versions)
suggesting the newly designed versions of the meganucle-
ases were more active than the original nucleases.

TABLE 3

Meganuclease activity (defined as target site mutation rate) of original
and modified meganucleases

Meganuclease Target Site Mutation Rate

MHP55
MHP55-2
MHP77
MHP77-3
MHP14
MHP14+

0%
5%
1%
11%
29%
40%

The mutations observed at these target sites indicated that
the engineered meganucleases were functional and that the
target sites can be used for integration of additional trait
genes.

E. Production of a Complex Trait Locus at a Maize Endog-
enous Locus by Crossing

A maize event obtained through random integration con-
taining a transgene DNA of interest was identified and
MHP14, MHPS5 and MHP77 target sites surrounding the
transgenic DNA of interest were identified as described
above. Other maize events containing a modification at the
MHP14, MHPS5 and MHP77 target site (through addition of
herbicide resistance gene as described above) were also
identified.

Plants homozygous for the integration of a herbicide
resistance gene at the MHP14 target site were crossed with
homozygous maize plants containing the transgene DNA of
interest. The cross resulted in fertile plants producing F1
seeds. The F1 seeds were planted and out-crossed with Elite
inbred line plants and screened for the stacked phenotype.
Additional trait genes can be added to the complex trait
locus by crossing one transgenic event containing n-trans-
genes with other trangenic events containing the additional
trait gene at the additional target site, and progeny can be
screened for the presence of n+1 transgenes. This process
can be repeated as many times as the amount of target sites
are present in the complex trait locus.

F. Production of a Complex Trait Locus at a Maize Endog-
enous Locus by Serial Transformation

A complex trait locus can be also be created by serial
transformation. A first transformed line containing a first
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trait gene integrated at a first MHP target site can be used to
supply embryos. The first transformed line can be retrans-
formed with a second trait gene and a vector encoding a
second engineered meganuclease; resulting in the second
trait gene being integrated at a second MHP target site
through homologous recombination mediated by the second
engineered meganuclease. The homozygous integration
plants containing a selectable marker at the MHP14 target
site can be used to supply embryos. Two rounds of trans-
formations will create two traits at the MHP locus. A
transformed line that is homozygous for integration events
with two trait genes at MHP target sites can be used to
supply embryos for another retransformation, and a third
trait gene can be introduced to a third target site.

Example 6

Transformation of Maize Immature Embryos

Transformation can be accomplished by various methods
known to be effective in plants, including particle-mediated
delivery, Agrobacterium-mediated transformation, PEG-me-
diated delivery, and electroporation.

a. Particle-Mediated Delivery

Transformation of maize immature embryos using par-
ticle delivery is performed as follows. Media recipes follow
below.

The ears are husked and surface sterilized in 30% Clorox
bleach plus 0.5% Micro detergent for 20 minutes, and rinsed
two times with sterile water. The immature embryos are
isolated and placed embryo axis side down (scutellum side
up), 25 embryos per plate, on 560Y medium for 4 hours and
then aligned within the 2.5-cm target zone in preparation for
bombardment. Alternatively, isolated embryos are placed on
560L (Initiation medium) and placed in the dark at tempera-
tures ranging from 26° C. to 37° C. for 8 to 24 hours prior
to placing on 560Y for 4 hours at 26° C. prior to bombard-
ment as described above.

A plasmid comprising the Zm-BBM (also referred to as
Zm-ODP2) coding sequence (set forth in SEQ ID NO: 9)
operably linked to a promoter is constructed. This could be
a weak promoter such as nos, a tissue-specific promoter,
such as globulin-1 or oleosin, an inducible promoter such as
In2, or a strong promoter such as ubiquitin plus a plasmid
containing the selectable marker gene phosphinothricin
N-acetyltransferase (PAT; Wohlleben et al. (1988) Gene
70:25 37) that confers resistance to the herbicide bialaphos.
Furthermore, plasmids containing the double strand brake
inducing agent and donor DNA such as PHP44285 or
PHP44779 are constructed as described above and co-
bombareded with the plasmids containing the developmen-
tal genes ODP2 (AP2 domain transcription factor ODP2
(Ovule development protein 2); US20090328252 Al) and
Waushel.

The plasmids are precipitated onto 1.1 um (average diam-
eter) tungsten pellets using a calcium chloride (CaCl,))
precipitation procedure by mixing 100 pl prepared tungsten
particles in water, 10 ul (1 pg) DNA in Tris EDTA buffer (1
ug total DNA), 100 ul 2.5 M CaCl,, and 10 ul 0.1 M
spermidine. Each reagent is added sequentially to the tung-
sten particle suspension, with mixing. The final mixture is
sonicated briefly and allowed to incubate under constant
vortexing for 10 minutes. After the precipitation period, the
tubes are centrifuged briefly, liquid is removed, and the
particles are washed with 500 m1 100% ethanol, followed by
a 30 second centrifugation. Again, the liquid is removed, and
105 pul 100% ethanol is added to the final tungsten particle
pellet. For particle gun bombardment, the tungsten/DNA
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particles are briefly sonicated. 10 pl of the tungsten/DNA
particles is spotted onto the center of each macrocarrier, after
which the spotted particles are allowed to dry about 2
minutes before bombardment.

The sample plates are bombarded at level #4 with a
Biorad Helium Gun. All samples receive a single shot at 450
PSI, with a total of ten aliquots taken from each tube of
prepared particles/DNA.

Following bombardment, the embryos are incubated on
560P (maintenance medium) for 12 to 48 hours at tempera-
tures ranging from 26C to 37 C, and then placed at 26 C.
After 5 to 7 days the embryos are transferred to S60R
selection medium containing 3 mg/liter Bialaphos, and
subcultured every 2 weeks at 26 C. After approximately 10
weeks of selection, selection-resistant callus clones are
transferred to 288] medium to initiate plant regeneration.
Following somatic embryo maturation (2-4 weeks), well-
developed somatic embryos are transferred to medium for
germination and transferred to a lighted culture room.
Approximately 7-10 days later, developing plantlets are
transferred to 272V hormone-free medium in tubes for 7-10
days until plantlets are well established. Plants are then
transferred to inserts in flats (equivalent to a 2.5" pot)
containing potting soil and grown for 1 week in a growth
chamber, subsequently grown an additional 1-2 weeks in the
greenhouse, then transferred to Classic 600 pots (1.6 gallon)
and grown to maturity. Plants are monitored and scored for
transformation efficiency, and/or modification of regenera-
tive capabilities.

Initiation medium (560 L) comprises 4.0 g/l N6 basal salts
(SIGMA C-1416), 1.0 ml/1 Eriksson’s Vitamin Mix (1000x
SIGMA-1511), 0.5 mg/1 thiamine HC], 20.0 g/1 sucrose, 1.0
mg/l 2,4-D, and 2.88 g/l L-proline (brought to volume with
D-I H,O following adjustment to pH 5.8 with KOH); 2.0 g/1
Gelrite (added after bringing to volume with D-1 H20); and
8.5 mg/l silver nitrate (added after sterilizing the medium
and cooling to room temperature).

Maintenance medium (560P) comprises 4.0 g/l N6 basal
salts (SIGMA C-1416), 1.0 ml/l1 Eriksson’s Vitamin Mix
(1000xSIGMA-1511), 0.5 mg/l thiamine HCI, 30.0 g/l
sucrose, 2.0 mg/l 2,4-D, and 0.69 g/l L-proline (brought to
volume with D-I H,O following adjustment to pH 5.8 with
KOH); 3.0 g/l Gelrite (added after bringing to volume with
D-1 H20); and 0.85 mg/1 silver nitrate (added after steriliz-
ing the medium and cooling to room temperature).

Bombardment medium (560Y) comprises 4.0 g/l N6 basal
salts (SIGMA C-1416), 1.0 ml/l1 Eriksson’s Vitamin Mix
(1000xSIGMA-1511), 0.5 mg/l thiamine HCI, 120.0 g/l
sucrose, 1.0 mg/l 2,4-D, and 2.88 g/l L-proline (brought to
volume with D-1 H,O following adjustment to pH 5.8 with
KOH); 2.0 g/1 Gelrite (added after bringing to volume with
D-1 H20); and 8.5 mg/1 silver nitrate (added after sterilizing
the medium and cooling to room temperature).

Selection medium (560R) comprises 4.0 g/1 N6 basal salts
(SIGMA C-1416), 1.0 ml/1 Eriksson’s Vitamin Mix (1000x
SIGMA-1511), 0.5 mg/l thiamine HCI, 30.0 g/l sucrose, and
2.0 mg/1 2,4-D (brought to volume with D-1 H,O following
adjustment to pH 5.8 with KOH); 3.0 g/l Gelrite (added after
bringing to volume with D-I H20); and 0.85 mg/1 silver
nitrate and 3.0 mg/l bialaphos (both added after sterilizing
the medium and cooling to room temperature).

Plant regeneration medium (288]) comprises 4.3 g/l MS
salts (GIBCO 11117-074), 5.0 ml/l MS vitamins stock
solution (0.100 g nicotinic acid, 0.02 g/1 thiamine HCL, 0.10
g/l pyridoxine HCL, and 0.40 g/ glycine brought to volume
with polished D-I H,0) (Murashige and Skoog (1962)
Physiol. Plant. 15:473), 100 mg/l myo-inositol, 0.5 mg/1
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zeatin, 60 g/1 sucrose, and 1.0 ml/1 of 0.1 mM abscisic acid
(brought to volume with polished D-I H,O after adjusting to
pH 5.6); 3.0 g/1 Gelrite (added after bringing to volume with
D-I H20); and 1.0 mg/l indoleacetic acid and 3.0 mg/l
bialaphos (added after sterilizing the medium and cooling to
60° C.).

Hormone-free medium (272V) comprises 4.3 g/l MS salts
(GIBCO 11117-074), 5.0 ml/l MS vitamins stock solution
(0.100 g/1 nicotinic acid, 0.02 g/l thiamine HCL, 0.10 g/1
pyridoxine HCL, and 0.40 g/l glycine brought to volume
with polished D-1 H20), 0.1 g/l myo-inositol, and 40.0 g/l
sucrose (brought to volume with polished D-I H,O after
adjusting pH to 5.6); and 6 g/l bacto-agar (added after
bringing to volume with polished D-I H20), sterilized and
cooled to 60° C.

b. Agrobacterium-Mediated Transformation

Agrobacterium-mediated transformation was performed
essentially as described in Djukanovic et al. (2006) Plant
Biotech J 4:345-57. Briefly, 10-12 day old immature
embryos (0.8-2.5 mm in size) were dissected from sterilized
kernels and placed into liquid medium (4.0 g/[. N6 Basal
Salts (Sigma C-1416), 1.0 ml/L. Eriksson’s Vitamin Mix
(Sigma E-1511), 1.0 mg/LL thiamine HCI, 1.5 mg/L. 2, 4-D,
0.690 g/IL L-proline, 68.5 g/L. sucrose, 36.0 g/IL glucose, pH
5.2). After embryo collection, the medium was replaced with
1 ml Agrobacterium at a concentration of 0.35-0.45 ODS550.
Maize embryos were incubated with Agrobacterium for 5
min at room temperature, then the mixture was poured onto
a media plate containing 4.0 g/[. N6 Basal Salts (Sigma
C-1416), 1.0 ml/L Eriksson’s Vitamin Mix (Sigma E-1511),
1.0 mg/LL thiamine HCl, 1.5 mg/LL 2, 4-D, 0.690 g/IL L-pro-
line, 30.0 g/L. sucrose, 0.85 mg/L. silver nitrate, 0.1 nM
acetosyringone, and 3.0 g/L. Gelrite, pH 5.8. Embryos were
incubated axis down, in the dark for 3 days at 20° C., then
incubated 4 days in the dark at 28° C., then transferred onto
new media plates containing 4.0 g/[. N6 Basal Salts (Sigma
C-1416), 1.0 ml/L Eriksson’s Vitamin Mix (Sigma E-1511),
1.0 mg/L thiamine HCI, 1.5 mg/L 2, 4-D, 0.69 g/I. L-proline,
30.0 g/L. sucrose, 0.5 g/. MES buffer, 0.85 mg/L silver
nitrate, 3.0 mg/L. Bialaphos, 100 mg/L. carbenicillin, and 6.0
g/l agar, pH 5.8. Embryos were subcultured every three
weeks until transgenic events were identified. Somatic
embryogenesis was induced by transferring a small amount
of'tissue onto regeneration medium (4.3 g/I MS salts (Gibco
11117), 5.0 ml/LL MS Vitamins Stock Solution, 100 mg/I.
myo-inositol, 0.1 uM ABA, 1 mg/L IAA, 0.5 mg/L. zeatin,
60.0 g/L. sucrose, 1.5 mg/I. Bialaphos, 100 mg/L. carbeni-
cillin, 3.0 g/L Gelrite, pH 5.6) and incubation in the dark for
two weeks at 28° C. All material with visible shoots and
roots were transferred onto media containing 4.3 g/. MS
salts (Gibco 11117), 5.0 ml/LL MS Vitamins Stock Solution,
100 mg/I. myo-inositol, 40.0 g/L. sucrose, 1.5 g/L. Gelrite, pH
5.6, and incubated under artificial light at 28° C. One week
later, plantlets were moved into glass tubes containing the
same medium and grown until they were sampled and/or
transplanted into soil.

Example 7

Transient Expression of BBM Enhances Transformation
Parameters of the transformation protocol can be modified
to ensure that the BBM activity is transient. One such
method involves precipitating the BBM-containing plasmid
in a manner that allows for transcription and expression, but
precludes subsequent release of the DNA, for example, by
using the chemical PEL In one example, the BBM plasmid
is precipitated onto gold particles with PEI, while the
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transgenic expression cassette (UBIL::moPAT-GFPm::PinlI;
moPAT is the maize optimized PAT gene) to be integrated is
precipitated onto gold particles using the standard calcium
chloride method.

Briefly, gold particles were coated with PEI as follows.
First, the gold particles were washed. Thirty-five mg of gold
particles, 1.0 in average diameter (A.S.1. #162-0010), were
weighed out in a microcentrifuge tube, and 1.2 ml absolute
EtOH was added and vortexed for one minute. The tube was
incubated for 15 minutes at room temperature and then
centrifuged at high speed using a microfuge for 15 minutes
at 4° C. The supernatant was discarded and a fresh 1.2 ml
aliquot of ethanol (EtOH) was added, vortexed for one
minute, centrifuged for one minute, and the supernatant
again discarded (this is repeated twice). A fresh 1.2 ml
aliquot of EtOH was added, and this suspension (gold
particles in EtOH) was stored at —=20° C. for weeks. To coat
particles with polyethylimine (PEI; Sigma #P3143), 250 ul
of the washed gold particle/EtOH mix was centrifuged and
the EtOH discarded. The particles were washed once in 100
ul ddH20 to remove residual ethanol, 250 pl of 0.25 mM
PEI was added, followed by a pulse-sonication to suspend
the particles and then the tube was plunged into a dry
ice/EtOH bath to flash-freeze the suspension, which was
then lyophilized overnight. At this point, dry, coated par-
ticles could be stored at —80° C. for at least 3 weeks. Before
use, the particles were rinsed 3 times with 250 pl aliquots of
2.5 mM HEPES buffer, pH 7.1, with 1x pulse-sonication,
and then a quick vortex before each centrifugation. The
particles were then suspended in a final volume of 250 ul
HEPES buffer. A 25 pl aliquot of the particles was added to
fresh tubes before attaching DNA. To attach uncoated DNA,
the particles were pulse-sonicated, then 1 pg of DNA (in 5
ul water) was added, followed by mixing by pipetting up and
down a few times with a Pipetteman and incubated for 10
minutes. The particles were spun briefly (i.e. 10 seconds),
the supernatant removed, and 60 pl EtOH added. The
particles with PEI-precipitated DNA-1 were washed twice in
60 ul of EtOH. The particles were centrifuged, the super-
natant discarded, and the particles were resuspended in 45 ul
water. To attach the second DNA (DNA-2), precipitation
using TFX-50 was used. The 45 pl of particles/DNA-1
suspension was briefly sonicated, and then 5 pl of 100 ng/ul
of DNA-2 and 2.5 pl of TFX-50 were added. The solution
was placed on a rotary shaker for 10 minutes, centrifuged at
10,000 g for 1 minute. The supernatant was removed, and
the particles resuspended in 60 pl of EtOH. The solution was
spotted onto macrocarriers and the gold particles onto which
DNA-1 and DNA-2 had been sequentially attached were
delivered into scutellar cells of 10 DAP Hi-II immature
embryos using a standard protocol for the PDS-1000. For
this experiment, the DNA-1 plasmid contained a UK:RFP::
pinll expression cassette, and DNA-2 contained a UBI:
CFP::pinll expression cassette. Two days after bombard-
ment, transient expression of both the CFP and RFP
fluorescent markers was observed as numerous red & blue
cells on the surface of the immature embryo. The embryos
were then placed on non-selective culture medium and
allowed to grow for 3 weeks before scoring for stable
colonies. After this 3-week period, 10 multicellular, stably-
expressing blue colonies were observed, in comparison to
only one red colony. This demonstrated that PEI-precipita-
tion could be used to effectively introduce DNA for transient
expression while dramatically reducing integration of the
PEl-introduced DNA and thus reducing the recovery of
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RFP-expressing transgenic events. In this manner, PEI-
precipitation can be used to deliver transient expression of
BBM and/or WUS2.

For example, the particles are first coated with UBI:
BBM::pinll using PEI, then coated with UBI::moPAT-YFP
using TFX-50, and then bombarded into scutellar cells on
the surface of immature embryos. PEI-mediated precipita-
tion results in a high frequency of transiently expressing
cells on the surface of the immature embryo and extremely
low frequencies of recovery of stable transformants (relative
to the TFX-50 method). Thus, it is expected that the PEI-
precipitated BBM cassette expresses transiently and stimu-
lates a burst of embryogenic growth on the bombarded
surface of the tissue (i.e. the scutellar surface), but this
plasmid will not integrate. The PAT-GFP plasmid released
from the Ca++/gold particles is expected to integrate and
express the selectable marker at a frequency that results in
substantially improved recovery of transgenic events. As a
control treatment, PEI-precipitated particles containing a
UBIL:GUS::pinll (instead of BBM) are mixed with the
PAT-GFP/Ca++ particles. Immature embryos from both
treatments are moved onto culture medium containing 3
mg/l bialaphos. After 6-8 weeks, it is expected that GFP+,
bialaphos-resistant calli will be observed in the PEI/BBM
treatment at a much higher frequency relative to the control
treatment (PEI/GUS).

As an alternative method, the BBM plasmid is precipi-
tated onto gold particles with PEI, and then introduced into
scutellar cells on the surface of immature embryos, and
subsequent transient expression of the BBM gene elicits a
rapid proliferation of embryogenic growth. During this
period of induced growth, the explants are treated with
Agrobacterium using standard methods for maize (see
Example 1), with T-DNA delivery into the cell introducing
a transgenic expression cassette such as UBI:moPAT-
GFPm::pinll. After co-cultivation, explants are allowed to
recover on normal culture medium, and then are moved onto
culture medium containing 3 mg/l bialaphos. After 6-8
weeks, it is expected that GFP+, bialaphos-resistant calli
will be observed in the PEI/BBM treatment at a much higher
frequency relative to the control treatment (PEI/GUS).

It may be desirable to “kick start” callus growth by
transiently expressing the BBM and/or WUS2 polynucle-
otide products. This can be done by delivering BBM and
WUS2 5'-capped polyadenylated RNA, expression cassettes
containing BBM and WUS2 DNA, or BBM and/or WUS2
proteins. All of these molecules can be delivered using a
biolistics particle gun. For example 5'-capped polyade-
nylated BBM and/or WUS2 RNA can easily be made in vitro
using Ambion’s mMessage mMachine kit. RNA is co-
delivered along with DNA containing a polynucleotide of
interest and a marker used for selection/screening such as
Ubi::moPAT-GFPm::Pinll. It is expected that the cells
receiving the RNA will immediately begin dividing more
rapidly and a large portion of these will have integrated the
agronomic gene. These events can further be validated as
being transgenic clonal colonies because they will also
express the PAT-GFP fusion protein (and thus will display
green fluorescence under appropriate illumination). Plants
regenerated from these embryos can then be screened for the
presence of the polynucleotide of interest.

Although the foregoing invention has been described in
some detail by way of illustration and example for purposes
of clarity of understanding, it will be obvious that certain
changes and modifications may be practiced within the
scope of the appended claims.
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Sequence total quantity:

SEQ ID NO: 1
FEATURE
source

SEQUENCE: 1
ggcactcteg tgtgtgatta

SEQ ID NO: 2
FEATURE
source

SEQUENCE: 2
cagacgtacyg caagtagcett

SEQ ID NO: 3
FEATURE
source

SEQUENCE: 3
gagtcccacyg caagagcata

SEQ ID NO: 4
FEATURE
source

SEQUENCE: 4
aagacttacyg tgtgtactcg

SEQ ID NO: 5
FEATURE
source

SEQUENCE: 5
gacattgtcyg tgagaaaaga

SEQ ID NO: 6
FEATURE
source

SEQUENCE: 6
aaatctgtcet tgcgaaacgg

SEQ ID NO: 7
FEATURE
source

SEQUENCE: 7
tattctctca taaataaact

SEQ ID NO: 8
FEATURE
source

SEQUENCE: 8
ggaatggaca taagagaact

SEQ ID NO: 9
FEATURE
misc_feature

source

SEQUENCE: 9
atggcaccga
ctctacctygyg
cagtcetgea

aggcgctggt

agaagaagcg
ceggettegt
agttcaagca
tcctegacaa

SEQUENCE LISTING

129

moltype = DNA
Location/Qualifiers
1..22

length = 22

mol type = genomic DNA
organism = Glycine max

aa

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max

tg

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max

aa

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max

tg

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max
ga

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max

ca

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max

tt

moltype = DNA length = 22

Location/Qualifiers
1..22

mol type = genomic DNA
organism = Glycine max
gt

moltype = DNA length =

Location/Qualifiers
1..1272
note =

1272

synthetic construct; plant optimized

sequence of TS21 meganuclease

1..1272
mol_type =
organism =

caaggtgcat
ggacggcgac
cgegetecag
getggtegac

atgaacacca
ggctccatca
ctgaccttca
gagatcgggg

other DNA
synthetic

congtruct

agtacaacaa
tggcgcagat
ccgtgacceca
tgggcaaggt

ggagttcetg
caagccgcag
gaagacgcag
ctacgaccge

22

22

22

22

22

22

22

22

nucleotide

60

120
180
240
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gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg ceggettegt ggacggcgac 840
ggctccatca aggcgcagat caagcecgege cagtccecgca agttcaagca cgagetctee 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggctacgt ctacgaccgce gggtcggtgt ccgactacat cctetcecccag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgteecect ga 1272
SEQ ID NO: 10 moltype = DNA length = 1272
FEATURE Location/Qualifiers
misc_feature 1..1272

note = synthetic construct; plant optimized nucleotide

sequence of TS14 meganuclease

source 1..1272

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 10
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ccggettegt ggacggegac ggctccatca tegegtccat caagecggag 120
cagtcctaca agttcaagca ccgcctcetece ctgaccttea cegtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggcaaggt ctacgaccge 240
gggtceggtygt ccgactacceg cctceteccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctgaagcet caagcagaag caggccaacce tcegtgctgaa gatcatcgag 360
cagctgecct ccgccaagga atccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtggace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg ceggettegt ggacggcgac 840
ggctccatca tcgecgaagat caccccgaac cagtcctaca agttcaagca ccagctccag 900
ctgcgettea ccegtgaccca gaagacgcag aggcegcetggt tectegacaa gcetggtcegac 960
gagatcgggg tgggcaaggt ctacgaccgc gggtcggtgt ccgactacat cctetcccag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgteecect ga 1272
SEQ ID NO: 11 moltype = DNA length = 1272
FEATURE Location/Qualifiers
misc_feature 1..1272

note = synthetic construct; plant optimized nucleotide

sequence of TS30 meganuclease

source 1..1272

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 11
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ccggettegt ggacggegac ggctccatca tggcgaagat caagecggag 120
cagtcctaca agttcaagca ccgcctcatg ctgaccttea cegtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggctacgt ctacgaccge 240
gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg ceggettegt ggacggcgac 840
ggctccatca aggcgtccat caccccgcag cagtcectgca agttcaagca cgegetccag 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggcaaggt ctacgaccgce gggtcggtgt ccgactaccg cctetcccag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
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aagttcctgg aggtgtgcac gtgggtegac cagatcgegg cectcaacga cagcaagace
cgcaagacga ccteggagac ggtgegggeg gttctagact cectcagega gaagaagaag

tegteccect ga

SEQ ID NO: 12
FEATURE
misc_feature

source

SEQUENCE: 12
atggcaccga agaagaagcg
ctctacctgyg ceggettegt
cagtcctaca agttcaagca
aggcgetggt tectegacaa
gggteggtgt ccgactaccyg
ctccageegt tectgaaget
cagctgecect ccgccaagga
ctttgatata tatataataa
tttcaaaata aaagaatgta
attttaattt ataacttttc
tgggtggace agatcgegge
gtgcegggegyg tectggacte
tccagegeeyg catcctegge
getggagcaa ctaagtccaa
ggctccatca tcegegtccat
ctgaccttca ccgtgaccca
gagatcgggg tgggctacgt
atcaagccce tgcacaactt
caggcgaacce tcgtectgaa
aagttcctgyg aggtgtgcac
cgcaagacga ccteggagac
tegteccect ga

SEQ ID NO: 13
FEATURE
misc_feature

source

SEQUENCE: 13
atggcaccga agaagaagcg
ctctacctgyg ceggettegt
cagtcctaca agttcaagca
aggcgetggt tectegacaa
gggtceggtgt ccgactacat
ctccageegt tectcaaget
cagcteectt cggccaagga
ctttgatata tatataataa
tttcaaaata aaagaatgta
attttaattt ataacttttc
tgggtcegace agatcgegge
gtgcegggegyg tectggacte
tccagegeeyg catcctegge
getggagcaa ctaagtccaa
ggctccatca tcgegcagat
ctgaccttee aggtgaccca
gagatcgggg tgggcaaggt
atcaagccce tgcacaactt
caggcgaacce tcgtectgaa
aagttcctgyg aggtgtgcac
cgcaagacga ccteggagac
tegteccect ga

SEQ ID NO: 14
FEATURE
misc_feature

source

SEQUENCE: 14

moltype =

DNA length

Location/Qualifiers

1..1272

note = synthetic construct; Plant optimized

= 1272

sequence of TS5 meganuclease

1..1272
mol_type =
organism =

caaggtgcat
ggacggcgac
cegectetee
getggtegac
ccteteccag
caagcagaag
atccceggac
ttatcattaa
gtatatagca
taatatatga
cctcaacgac
ccteccagga
ttcctcaage
ggaattccty
ctececcegege
gaagacgcag
ctacgaccge
cctecacccag
gatcatcgag
gtgggtcgac
ggtgcgggceyg

moltype =

other DNA
synthetic

atgaacacca
ggttccatca
ctgaccttca
gagatcgggg
atcaagcecc
caggccaacc
aagttecctygg
ttagtagtaa
attgetttte
ccaaaacatg
agcaagaccc
tecgtgggag
cegggtteag
ctctacctygyg
cagtcctaca
aggcgetggt
gggtcggtgt
ctccageegt
cagctecect
cagatcgegyg
gttctagact

DNA length

Location/Qualifiers

1..1272

note = synthetic construct; Plant optimized

congtruct

agtacaacaa
tcgegecagat
ccgtgacceca
tgggctacgt
tgcacaactt
tcgtgcetgaa
aggtaagttt
tataatattt
tgtagtttat
gtgatgtgca
gcaagacgac
gtctatcgece
ggatctcega
ceggettegt
agttcaagca
tcctegacaa
ccgactaccey
tcctcaaget
cggccaagga
ccctcaacga
ccctcagega

= 1272

sequence of TS7 meganuclease

1..1272
mol_type =
organism =

caaggtgcat
ggacggcgac
ctcectecag
getggtegac
ccteteccag
gaagcagaag
gtceceggac
ttatcattaa
gtatatagca
taatatatga
cctcaacgac
ccteccagga
ttcctcaage
ggaattccty
ctceccegeag
gaagacgcag
ctacgaccge
cctecacccag
gatcatcgag
gtgggtcgac
ggtgcgggceyg

moltype =

1..1272

note = synthetic construct; Plant optimized

other DNA
synthetic

atgaacacca
ggctccatca
ctgaccttee
gagatcgggg
atcaagcecc
caggcgaacc
aagttecctygg
ttagtagtaa
attgetttte
ccaaaacatg
agcaagaccc
tecgtgggag
cegggtteag
ctctacctygyg
cagtcecgega
aggcgetggt
gggtcggtgt
ctccageegt
cagctecect
cagatcgegyg
gttctagact

congtruct

agtacaacaa
tcgegecagat
aggtgaccca
tgggcaaggt
tgcacaactt
tcgtectgaa
aggtaagttt
tataatattt
tgtagtttat
gtgatgtgca
gcaagacgac
gtctatcgece
ggatctcega
cgggettegt
agttcaagca
tcctegacaa
ccgactaccey
tcctcaaget
cggccaagga
ccctcaacga
ccctcagega

DNA length = 1272
Location/Qualifiers

sequence of TS4 meganuclease

1..1272
mol_type =
organism =

other DNA

synthetic

congtruct

ggagttcetg
caagccggag
gaagacgcag
ctacgaccge
cctecacccag
gatcatcgag
ctgcettcetac
caaatatttt
aagtgtgtat
ggtgtgcacyg
ctceggagacyg
atctcaggca
agcactcaga
ggacggcgac
cgagcteege
getggtegac
ccteteccag
gaagcagaag
gtceceggac
cagcaagacc
gaagaagaag

ggagttcetg
cacccegege
gaagacgcag
cegegaccege
cctecacccag
gatcatcgag
ctgcettcetac
caaatatttt
aagtgtgtat
ggtgtgcacyg
ctceggagacyg
atctcaggca
agcactcaga
ggacggcgac
catcctetee
getggtegac
ccteteccag
gaagcagaag
gtceceggac
cagcaagacc

gaagaagaag

atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg
ctctacctgg cecggettegt ggacggegac ggetcecatca tegegeagat cegeccegege

1200
1260
1272

nucleotide

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1272

nucleotide

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1272

nucleotide

60
120
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cagtcccgcea agttcaagca cgagctegag ctgegcettece aggtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggctacgt ctacgaccge 240
gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg cgggcettegt ggacggcgac 840
ggctccatca tegegcagat caagccgaac cagtcectaca agttcaagca ccagctcatg 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggctacgt ccgcgaccgce gggtcecggtgt ccgactacat cctetccgag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgteecect ga 1272
SEQ ID NO: 15 moltype = DNA length = 1272
FEATURE Location/Qualifiers
misc_feature 1..1272

note = synthetic construct; Plant optimized nucleotide

sequence of TS22 meganuclease

source 1..1272

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 15
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg cgggettegt ggacggegac ggctccatca tegegcagat ctcecccgaac 120
cagtcctaca agttcaagca ccagctecge ctgaccttea cegtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggcatggt ctacgaccag 240
gggtceggtgt cccactacceg cctceteccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg cgggcettegt ggacggcgac 840
ggctccatca aggcgcagat caagccgcag cagtgctaca agttcaagca cgegetcatg 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggctacgt ctacgaccgce gggtcggtgt ccgactacat cctetcecccag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgteecect ga 1272
SEQ ID NO: 16 moltype = DNA length = 1272
FEATURE Location/Qualifiers
misc_feature 1..1272

note = synthetic construct; Plant optimized nucleotide

sequence of TS24 meganuclease

source 1..1272

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 16
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg cgggettegt ggacggegac ggctccatca tegegtccat caccccgaac 120
cagtcccgea agttcaagca ccagctcecag ctgaccttea cegtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggcaaggt ccgegaccge 240
gggtceggtygt ccgactacceg cctceteccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg cgggcettegt ggacggcgac 840
ggctccatca aggcgcagat caccccgaac cagtcctgca agttcaagca ccagectcege 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggcaaggt ctacgaccgc gggtcggtgt ccgactacat cctetcccag 1020
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atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget gaagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgteecect ga 1272
SEQ ID NO: 17 moltype = DNA length = 1020
FEATURE Location/Qualifiers
source 1..1020

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 17
ttatttatce cctataaagg gcaccagtta gttcaatctyg atgtctaacc taatttggat 60
acatgecttt tattgcagct gecgteegtg cacagaggag tcettaggagyg aacaactgta 120
gagaaaagga tctgccaaat tcgctagaaa attcaccaga aacaccaccc gttatccaat 180
taaacaagat ttttggatca cttgtgaagt tgaattgcta tccaactgct attcccattt 240
ctaaaccttyg ttacacgagc atcttgatca atggtctaga aagggaaata gcagttgagt 300
ggtgcttcaa cgataagtta ttggatttag tatttatctt agcctgtttt cgtgtacttt 360
gttttgcecgyg atggaggtat gtgattttgt ctatgattct taatacaata acctacactt 420
actctcattg atagtttgtg cagatctaat agctatgaag caccgatacc ggacatgaca 480
cggtcaggtyg gacacatgta atgtctaaaa tattaaaata tagaacgtag tacgagtgtc 540
gtgtcggtgt tagatactga tagggacgcg tgtcggacac cggacatgac aaaggactga 600
agtgcttaga attgtttatg tttgagatct tgttgatgag aggcagatag aggtcaactt 660
gccaagataa cctacagttce tatattagat getttgtgca aaaacgatca tccaaagget 720
attggattat tcaagaaaac taaagaccaa ggagttcaaa accgcctatyg tacacatgca 780
ctatacttat ggatggattg tgcgaagtgg aagacttcag aatgcaaaaa tgatttttca 840
ggatctactyg attaaaggct atcaactaag tgtctgtctg tactctgtat aatgttatga 900
ttcataggcet ttgtaaagag ggattttttg atgaagcatt gatctagaaa tctaaaatgg 960
aaaacagatc ttaaagaaga tacactgtgt aaatgtgtaa tggcactggc actctegtgt 1020
SEQ ID NO: 18 moltype = DNA length = 1000
FEATURE Location/Qualifiers
source 1..1000

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 18
gtgtgtgatt aaaagtcata tatggtttaa gatacttttt tttataaaga tagtagtggt 60
caatttttcg atattacaca agtgtttctt tttcecttcectca ttgtactgta gatctgattt 120
actttcaatg attgtttaag tcactggtgt aattgtttgt gtttcaaata tcaaaccaag 180
ctgaaactga gatgatgatg atttgaaatg ctttatctca tgtagtcgac tcaattttce 240
tgtatatttc ttgttctttt taaagaaaca ggagctttta agatttaaaa caccagcata 300
ttttgtttge ataatccaaa ttgtcttagg tgtaaagttg ctgacatttc ccttgatgtc 360
attgctgcat aattaattgg agccttttca aaacctatgg tttattttgt tggggattat 420
tcaaggaacg cgtgtctcag tctcaagtgt tatgattget gatatcagtg atatattget 480
gcacaatgaa gtggaactat tttaaatttc aattgatgat tctgcattca atttatcatc 540
tgaccttttt atcttttacc tcatctggca ttttagtcett ttaccagata aaaggaccaa 600
acacatgaga tataatcacc aaatgaaaag aatgaaagac gagatataaa gatgtggttt 660
ttctttttat tcctggaaga tttagatgat gttttcaatt aagttgtttg tggatgettt 720
tagatgattt tgttttgcat acatatgttt acttttttgt tctcaacttc tcattcattt 780
tccatgattt catcccgtga aaaagtgatt tagcagaaaa cgtttttece ctgttgtcett 840
tgtcctaaac ttttggattc taagtttttt tatatgaaaa ttagatcatt tggcacatgg 900
tttteccaaag acacaagtag actctttcta tgaaatcaat cttaaatccce ttttagagga 960
aaaacatttt aaaggaggtg aacatgttgt ggagtgggaa 1000
SEQ ID NO: 19 moltype = DNA length = 1000
FEATURE Location/Qualifiers
source 1..1000

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 19
attttgtcag tcttgtaact tttgaaaact ttttttettt tttttataga ccaataatat 60
aatatattat attaaaaaaa ccaaacttat aacaacatgt aacacgttag caaacagtag 120
atctcaacca aacgttcgaa aacttttgga tattatatat gtggctgttg gcactgctaa 180
actcagcagt atatctccat tattgatgag tctctcctaa aattatcttt ccaagtctta 240
ttttttattt aattggttag atattaaatt gaaaaataaa ataaaagttg tgttgttgtg 300
tagttttcegt cacttttact cataagaaaa tatatatact acgtttagca tctttaaact 360
gaaaactttt cagttgaaat gcataacaaa atattggcca agtaattagt acacaaaatc 420
ttgctcaaag tgtttgccac catagattta ggttgtgttt aggacgatta cttaaaatat 480
cattaattga taattgaaac ttcaaataaa atttaaaagt ttaaaagttyg aatagttaaa 540
aatgaaagct gaaaataaat aagctaatgg attcaatttg aagtatttaa tagtatcaac 600
tagtgaaatt tattcataaa ttctctttta aatatatacc gattttatta gttaatataa 660
aaaaaaaata gtatgaacta ataaaattga tcaaaagtaa attaatataa atataaaatt 720
ttatatgatg aataatcagt agaaataata aaaaagttag ctctagaaaa gataaattga 780
tttaattagg gtcatgacaa aattttgcta gcttctattt tagtctgctt tgctttagaa 840
tatttacatt caaatagctc ttttatagca taacaaacat aaaaaaagct attgattcta 900
cataaaaaaa aaagattaat tatgctattc tttgggacaa aacttttaga tgaatgccaa 960
tttaaaataa ttattaaggt attcaagcag acgtacgcaa 1000
SEQ ID NO: 20 moltype = DNA length = 928
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FEATURE Location/Qualifiers
source 1..928

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 20
gcaagtagct ttgttacttt cgtattgaca attcaaaatc gtcttttatt tttattttgt 60
tttgtttaat tagaggactt tttgaagtcg tccatcatgt gtttcttatt ttgtcagttt 120
tgtcacttat gaacactttt tttacagaca aataatatat tatattaaaa aaaccatact 180
tataacaaca acatgtaaca cgttggcaaa cagttaatct caaccaaacyg ctcgaaaact 240
tttggatatt atatatatat atgcatggct attggcagtg ctaaagtcat cattatcatt 300
ctaaagtcat cagtatcatt ctaattctca tattgagtgg attcatttca tcaatcactt 360
tgcctttete atcataacca ccaaaatgcec aaccattaat ccagttggtt tgaaattcat 420
ggaaggcata ataacattta tgatgatgat gttgcaggtt gttgtttctg ctcaagacca 480
tattatgtgce attcagactg agagagaagc actcctccaa ttcaaggcetyg cacttctgga 540
tcactatgge atgctctett cttggaccac ttetgattge tgccaatgge aagggattcg 600
ctgctecaac ctcaccgece atgttctaat getcgacctt cacagtttag gectcagagg 660
agagatccac cagtcgttga tggagttgca acaattaaac tatttaaacc tcagttggaa 720
ttecttttcaa ggcagaggaa tcccagagtt tettggttet ctcaccaact tgagatacct 780
tgatctgtca cattctgatt ttgaaggaaa aattccaact cagtttggct ctcectttctca 840
tttgaaatac ttaaatcttg ctgggaatta ttatctggag ggttcaatcc cacgtcaact 900

tggaaatctc tcccagttge agcatcett 928
SEQ ID NO: 21 moltype = DNA length = 1000

FEATURE Location/Qualifiers

source 1..1000

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 21
tcatgccage ctcagcecage ttccaaatca ttteccctegt attggtagaa ggtccaatgg 60
tgcacactat cttegtettyg cgcctaaacg ttggcttaga ccacattcca acagagttct 120
caccaaatgg ctgcacccca cgtaaatgtt gcaaatgcte ctcaatctaa acaccaaaac 180
acaaaaaggg tcacaagaat tatcccttaa aaactcaaaa aatgcaaaaa acacgaactt 240
ttggatcatce ttcgggtgac atggggatga cttcagaagg ggcagatttce cttgcactga 300
tctgaagget tctgagectg agtttggage gtttgttatt gttcectctecce aaagggaaca 360
ccttggaage aaaagatgga ggctttaaca ggttttgggt tcetgtcacgt gcagatccag 420
aagtggggca caatggggtg ctttgaatgg atcgtgaage cacgacctga gccattgtta 480
gaaagagaga gaaatggggt ggatgaggaa gaagagagtg tgaggggtat aagaagaagg 540
tgagggggga aatggaagtt ggaaaaatcg ccgctaagtt tggeggaggt tctgagaagg 600
aagccttgtt cgtatcgaaa cacaaaggac actactgtgt ttgaattctyg ttcaacgtgt 660
ttgttgttgt aattttattg aaatggactg tacttctttt ctgttttttt ttttcacagt 720
aaaaatgcac tgtatttcct taaatctgcet cataaacaat tacacatatt ttattagcta 780
aaatttaata taaattacaa aatatttaca aatatgttga tcaaataaaa agtgaaacac 840
ataattttat tatttctaac aaatttatct tatgataaag agtgtatttg aaagattatt 900
attaagggac aatttctgtt gttgtggaca actttcataa gtgatccatyg aaacaccaca 960

ttttatagtc accagattga tctcagattt atgctcttge 1000
SEQ ID NO: 22 moltype = DNA length = 1009

FEATURE Location/Qualifiers

source 1..1009

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 22
ttgcgtggga ctcagatcct gagggaggac atggaagatyg tgtcgaaccce aacaagtggt 60
gctactcatyg gcagctccaa caagaagagc tttaaaacta agttcatgca ggaacaaaag 120
gacaggatga aagatgcacc accagagtgt cctgcaggag ttttgttccc aaagtgacgt 180
tcaacgccac gtcatgagtt tgaatgctca acacaactaa cacacccttyg ctaagaagtce 240
ctagaaaaat aaaaatctaa ggttagagaa tggactaatyg atgtacatgt aaaaataata 300
tgctgaagee ccttgagtta aaagatgtgg attctaacga ctttgataat ttttaatggg 360
attttttata agttaattta ttgattattt ttaataattt tcttatattt ttttattcac 420
aaaacttaaa tctaaaatct tatttatagg aataaggaat tgagtttaat aacaccgata 480
tgttgataat gatttaaatc atgggaatct gtgtttataa atagagaaaa aaaaaccctt 540
atgatataaa accttcctta gtctaaactc cctagctttg tgttaatttg attgtccaaa 600
aggaggctag ctagtttgtt ccttectegt cettacttet aaatgcatgyg attaaggaaa 660
gaagcttett tttgtttggt gttatatgtt tttggggtca ttatagtatg ggcaacttaa 720
cactcactct aagaggtgtt accttggeta ttectagatg gctagacatc aaaactttga 780
atacaaaatt attaaagatc aataaaatat gattttatta taatactgag attaaattgt 840
aattttaatc tctctttaat tcatggtatg caattttaga ttttattttt tcatgtaatt 900
ttaatcatca cattttaaaa aattcataat tttaaattga tttttaattt tgtatatgtt 960

ttatttttaa tttttatcta gttaaactgt atatttaaca tattgattt 1009
SEQ ID NO: 23 moltype = DNA length = 1006

FEATURE Location/Qualifiers

source 1..1006

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 23
attgaaagat tctattttgc ttgtttggtt gtcatttgga taaatgaatg agtactataa 60
acttttgaaa acatatatac tttgagcagt tctatgacct aattttgctt gtttgattag 120
aattttgaat gaatacaaac gaattgcttt gataaatgtyg ttatgaattg aacagataat 180
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ttcaatgaaa atagatcaaa attagatcgg tttcaattta tatatatata tatatatata 240
tatatatata tatatatata tatattggta taaaatattt ttacacaaaa tttaataaag 300
ttttaacatt ttataatatt attttgttca ttaatataag gtaatacagt ataaattcct 360
attatgtgtt tatataaatt tctattttta gtccttaatt ttgataattg tcaattaatt 420
ataatttagt cttcaaaatt tgatattact agtcaactta aacttaaata ttaataaatt 480
agtcaattta atttaaaaat ttgactatat atatatataa atcaaaaggyg ttaaacaatt 540
catttatcat aaaactcggg ttaagatcac atgatagcaa agcaattcgt ttgacaattt 600
aaaaattcgg maaatatagt cttagtcata aaacaaaatc aaaagggtta agattaaatc 660
ataaaactat atttttttta aatgatatcr tgtgatcaat taaaaaagac aactttaatt 720
ataatmatct attcactaaa aaaacctaac tcatttgatt gagtagaata tatatrttat 780
tgtactttrt ttatctttga ttcctaccaa taattaaaaa caaataatca tctatctatt 840
ttatatagtc tagttttatt cttctcataa cactaaaaaa ttatttaatg atgatatgat 900
cacttaaaaa aattacataa tttatatttc tatatcgtaa ccattcatgt gatataatga 960
tcacattttt tttttctcac actcacctaa gtgcacgagt acacac 1006
SEQ ID NO: 24 moltype = DNA length = 1007
FEATURE Location/Qualifiers
source 1..1007

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 24
acacgtaagt cttaggttaa agtttcatge cecccccceee ceccccccece aaaattacat 60
ttttttccat taaaataact ccaaactact ctacttctet cgetttggeg gaaccaccat 120
tgctctatga aaaggccatt ttattttcaa cecgcattgtt ttggaactat acaacgcaaa 180
agccttecat cctctatcat tgagctactt caaatcttgg tttctectteg tettctacca 240
gttatgtaag ctttcttcct ttectcetttt tggttgggca gcacgaaatt atttttette 300
ttgttattag ctagaagcac tattctagaa caagcttgca aaaaggactc aagttatctt 360
tggtaaggga agctttagac ctcaagtcta gettggagac ttttgatttt gaagetttgt 420
attttgtatc ttggctaaag aatatatgtt ggaaaaagtc ttcttgaaga gctcttaaag 480
tgttgatttt gatgaaagtt cgttcaaaca taaattgttg atcttgaata ttttttctat 540
ttatttgcac caaaaacgtt atgtttatta tgttccacta taatttattg ttttgaggac 600
gggaaaagga tcggagttgg ttaagettga tcecttgagaat atatgtettt tgtatttgaa 660
gtetttetga tggtgattcet agatgacatg tcecttatgggt ggagtaatag cgtaagtatce 720
tagagtatgt gagttgtaat gatctctaaa aatactcgtg gaagtaatga cttttacttg 780
aagaaaagac tattatgtga aagagactta tacttgaaag agattattga aatacaagtg 840
tggagtaaag ttttacttta aataaaaata aaaaagttaa atacaagtaa aaaaatactc 900
ataaatttaa ctttaaaatt ttaaattaag atgtaatgta atattcactt atatggttac 960
tcataattca tgaatataac tctcctecggt tacatagtcg ttaaatg 1007
SEQ ID NO: 25 moltype = DNA length = 993
FEATURE Location/Qualifiers
source 1..993

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 25
agccgataac ttatagataa cgttacagat aacattaact taaagataat tgtaccttgt 60
agataatgtg tagtcctgta gataattgaa tatatatcaa gagataaagyg gatgacaaca 120
tattcaaata ataaaagtta gagataactt gtggtttggg gagttcaact gcgaagggtt 180
ggacgtctgt gctectacac caggattgac atggaggatt gacgtgtgtce ttggagtgtce 240
acatggtatg atacatgtat tttgtggatt atgaacaaca caattgctta aagttctact 300
caatttactt attacttcag gtgatgtctt ggtagttcac agatataagt ttttgtctgc 360
tatctttcat gtggacacac aagtatgtgt aaatagagat tttttttgaa agtttgagat 420
ccaggggege accaatgtat aggggagggg accttggegyg tttaaatcac cataaaattt 480
taaaaatctt ttaaaaaaat ttaagccaaa caaattttga cttttttaca tcacctaaaa 540
atgaaccact agaaagtata atattgtcag atcctaatte tatttgggca aaaaaaaaca 600
aaaaaaaaga aggaaagaaa aagtattaag aaaaagaaaa caaaaaaata aacaaaaaaa 660
caaaagaata aaaaacaaaa aaagagaaga aaacaaaaca aaaaaaaaag aagaaaaaat 720
aaaacaaaaa agtattaaga aaaaaaaaga acagtaaaaa aacaaaagaa agaaaatgta 780
aaaaaaagaa aaaaatagaa gaaaaaagga aaagttaaaa aaaaagattt tgtgacctat 840
tggcttctca aggagagccce attaggtcaa gaggagaaca ttgtataaaa aaataaagaa 900
ggaaagtctyg tgcaattaag gcacatagga ggcaacatga atcccaagga gaacaatgga 960
ccaatctgtt ggcgtcattt gacattgtcg tga 993
SEQ ID NO: 26 moltype = DNA length = 1118
FEATURE Location/Qualifiers
source 1..1118

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 26
gtgagaaaag agagagggat cactaggtaa cccctcattt cctcactcte tcagtttece 60
tctagtettt tettetttet ttettttcett cccecctttet ttettettte tttatgtttt 120
caatctactg cttegttatg tcccatcteg teggtgggea ccettggeegt cggegatgtt 180
tttgtgaatt gaattgggat tttcttttcg ttgggttttc acgcattcct tcatctecctt 240
tgttcttett cttttttegt ttgcgccace gtegtgecte cttcegcatca tegctategt 300
ggtegtgeca tegetgtcece cgtggeggece tegcaccegtt ggatcttgga tcaatggtgt 360
cgaggacggg gcgccaccct ctgtgetggt tcaccctttt ategtgtegt ttggaggcta 420
ggacatctag ggtttttcaa ccctgttgtce taattgeggg ttgggtcagg tcaccctgac 480
cgagttccaa cccacaaaaa aatggaattt ttttttacta tttacaccac cttttcaaat 540
atgcaccatt ttctcatttt gggtctagec cgtttttatg aagtatgaaa taaaataaaa 600
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aacactattt gcaccaattt tttacacatc accttctttc atgttatgcc tagcccegttt 660
ttgtgaagtc taaagtaaaa taataaccgt tattacactt ttttctttaa tacaagcacc 720
ttcttectatt ttgggcataa catgtatttt ttagtctgaa agaaaataaa aagtgctact 780
cacagctgcet ttttcaacac atgcacctte ttttgttttg ggcctagcgt gtgttttttt 840
tattattaag tccgaagtaa aataaaactg atgattacac cacttttttt atatatgcac 900
ccctgaaact taggatgatg actaggtcca ccatgtcetge actccgttag tgttaattaa 960
gtcaaagtca atccttttga ctttgaaaaa aaatataaat attagtggat gaatctttat 1020
tttatttaat ttctttattg tttatatcat ttatttcatt cttcaatgtg attttatttt 1080
tattattgcce tagttagtta gtttaattaa taatgtat 1118
SEQ ID NO: 27 moltype = DNA length = 1002
FEATURE Location/Qualifiers
source 1..1002

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 27
cctetecacga aacggaagcce tctatcagac ttagettgece tgataactcet ttgtatatat 60
attctcaggg gttaaaatta aaatagtgtt ttgatacttg ttttgttttc catgttgtta 120
tttatattga tgagggaacc aatcttggtg aaaatgtggg agatatatgc catggttagt 180
tttgtgaaat taagttgctt acaatgtgtt taacgaaatg cccttgaatg cattctctcg 240
ttagtcattt aaattatgag ctatcatgaa ttttagttta aagttcattt aaattatgct 300
atttgttaca gactttaatt taaattatgc taagagtctt ttgttatgct ataattggtg 360
tggtttctaa catttatgtt ggaatagaag taatgtcaat tataattagc ttaatcagcc 420
caaaacattc actgtatttg tgtgcaaatt aagtgagctt aaccttggtt ttgtgaatga 480
tataccttac ctctaatcat gttaaaatag aacctaagtg tagattattt aaatcctaag 540
ttctacatat taatacacta tgcaagttat gcaatatagg tgcttatata tgttgctgaa 600
aacatgttac acttctgctc tgtgatacga getgcattgt gattgacgca gatcttagtt 660
tttaatgacc tgtggaattg ttgtaggctt gtgtgtactc tttgtgaaac aattgatccc 720
atttcatttc aatttttgta cattttttta tgatttttat agtgtaacat gctctgctga 780
gtgatttact gtgtggctgc tgtaataaag caataaaatg ctatgttttg aatatcttga 840
cacttggttt gtattttagt tgaaaataga cttaaaaagg gttctataga atttggaact 900
actcaaattg cttttatctt caatttatac caatgtcatc tttaaggcat gttaatcata 960
tatcttaaca agcggtaatc tatatcttga aatctgtcett ge 1002
SEQ ID NO: 28 moltype = DNA length = 1001
FEATURE Location/Qualifiers
source 1..1001

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 28
ttgcgaaacyg gcagataaaa tttgctttgt cttagaacaa ttcatgaaaa cagcccctag 60
tgagtcaaag tatccccttt tgtttcaatt taaaaaatta atttctcact attcttattg 120
tgtaaatttt ttaaggaaat tgtgtaatct ttattcatat gttaatgtta atttgatata 180
taatatttaa tagaattata ttgttgatgt cataatgtta atcatgctaa tatagatgtt 240
ttaatcttaa tttatttatt aataaatgtt aaatgttaat tattgttagc aaagacaaat 300
tcaaggaagg acaagaaagg atcttgcact cccttectaa ggatccttta tatacatgtg 360
aaaaaagaaa aaataataga agaaaatgaa ttaaagaaat aagttgttga atttatgttt 420
gtttaatatt ttttattcta gtaatggatc tatcttaatt tttcatacaa atttttctca 480
caaaattaat aatgttttat tttataaaaa cttattattt attaagggtt agatataaat 540
aattgcacaa aaaaagaaag aaaaatagtt ccctttaaaa atgtttttgg atttgttctt 600
cattgttagt aagaggattt gaacccataa tttttttect ttttttatta ctaagttaat 660
cttataagtc ttagttaact tgaatgtcaa tcataccaat agagtattat gtgaatattt 720
ttcataaaat attaattatc aagtctatgg atgtagaaaa atagtttaat taaaaaaatg 780
acgataataa aaatgttcaa ttatgtgttg attatactac acctcactta ttaaaaaaaa 840
ataccacacc tcacattttt ttcgcttaat tgacatcaag aatgagaatyg caaacaaaaa 900
atatgaatta gaccagaaaa caatccatcc atcgtatgec atatagatca tctcataaac 960
cacctgtgta aggaaaattt ttattgtcaa ttgggcttag ¢ 1001
SEQ ID NO: 29 moltype = DNA length = 1002
FEATURE Location/Qualifiers
source 1..1002

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 29
acaaatacga atcatgtacc tgcatggaag aaataaccac acaacacaca atgatcagaa 60
taagcaaatg catataatta agcatgatac aatatcaata ttcatggaag taacaatgac 120
ttgtcaaaaa tttggatgaa attcaatatg taaatcaaag ctttgtccct gaaaccctct 180
atataaatca aagctttgtc cctgaaaccce tctatgtaaa tgtgacagece tcatgtctce 240
cttectgaaa acccactaaa aactgcctaa cecccctget gttactccat aatttattcet 300
acaataactg cttaaggcag ttacatatgg tcctaaatca ctacacattc agttacgatt 360
aaccctttgt gcctaactac ggtttcgaaa catcacaaca gagacagacc attgaacaat 420
ggattttcat cattaacata caacagagac ataccttcga tggaagcgta gacacgaact 480
ccacaaacgc gaactcgaca atgtggttge agttacagaa gcatagccca gtttgcgaca 540
aacacgaact caggcagaag gagaaacaac aataaagccce tgggttaaaa cgacgaacgce 600
ctaatgttaa aacgacgaac gcctaatgtt aaaacgaaag gacgtacctc aatggataag 660
tgccaaagac gatctccaca aacacaatct ccacaatgtyg gttgcagtca cagaagcaca 720
agatcaagag atcaagagaa aagattcacg ttagtccatt atttgttaaa agaatctctt 780
aatggttgaa aaggtttggc cttaaaaata actaaaaata attgtgtaat cgattatcaa 840
agatctataa tcgattacta atgagaaaat ttcaaaaata actctgaaaa gtcacatcce 900
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tttatgagtt tttgaaaagc caccaaaggt ctatatatat gtgaattgtg ttcgaaaatc
tttagaattt tttcaaaact tctttgtctt attctctcat aa

SEQ ID NO:
FEATURE
source

SEQUENCE :

ataaataaac
tttgtattat
ttgtgatcaa
tatccctagyg
agttgcttga
tttacataat
gttgtttett
gttaggggaa
taaccatatg
ataacaaaaa
atcatattat
aaaacaatta
aactaatcca
tttcatatta
attaaagcaa
taacaaaatg
aataaaatta

SEQ ID NO:
FEATURE
source

SEQUENCE :

agctttaatt
gtccaacata
catgtgcata
aaagaaatta
aaaaaattct
attcatccac
tgttctgatt
aagataaagg
tatataatgt
cctatgetaa
agagcacaat
gaggacagac
atagaacctc
gtctaagttt
taatataata
atagttaaga
cggacaagac

SEQ ID NO:
FEATURE
source

SEQUENCE :

ataagagaac
tgttgaccat
ccttgaaatg
aaaggatata
ggatgtgttt
gagttgtatt
getetetgty
tctgaaaatce
ttcttectet
gatcaaatct
aagccccect
tgttgtcact
gcaatgcatt
tttcatgcac
ctgttacatt
aactcaatta
taatttcacg

SEQ ID NO:
FEATURE

30

30

ttttggtcaa
acttctctag
gaggtagtga
tggttcagaa
agattgaacg
tgcaatttaa
attctgcata
aattttaaaa
ttatcaattg
aaaccaaaaa
taacataaaa
tataactaaa
atatattaaa
ttaacaagag
actacgaatg
catgcatttt
ctaagaacta

31

31

ttgttcegta
attgacagat
cagaagattt
attttegact
atcaatatca
ttgettttgt
cctactegga
atctatactce
tagatattte
taggttatat
taaaataaaa
aacatggata
ggttgatatg
gatggatttt
gtttatgtat
gaacaaaact
aacttaaaga

32

32

tgttttttat
atcaccctga
gctaaattge
tattgagatc
gaataagtat
gattggatga
gaactacctt
ccttetectyg
gecgggaaca
gttgtgaaaa
gtcetettgt
tgttcaaggt
tcctagectt
tgtaaagagt
catggtccce
tgtctegtgt
tcaatcaatt

33

misc_feature

moltype =

DNA length = 1000

Location/Qualifiers

1..1000
mol_type

organism =

acacttgcaa
aagagagaaa
gtctettgat
gttgtaaagg
taaactgagt
ttttgtettyg
ttaagtttge
cttaattcac
aaataaatta
aaagaagaaa
aatatcaaca
aaaataataa
actactattt
tgtggctcaa
aatatggttt
ctttactcta
caccattcaa

moltype =

genomic DNA
Glycine max

atcaattaaa
aacttttgta
ttgtgagttt
aatttacaag
ttgcaattct
tgcatttaaa
atatatcatt
ctcgetetta
attttttaat
ataatcaata
tattattaac
gaaagtaatg
tgactgatca
gttgtcaatc
aagcagatac
gaaatataaa
aatagtgceg

DNA length

Location/Qualifiers

1..1002

mol_type =
organism =

catagtggec
aactgaattt
tgagaaagac
acccattaga
tagatattat
gatgccecett
agacgtcatg
taaattgcta
tgaagagtca
acaatgcttt
aaagtaattg
aatactcctt
actaatgtat
tttttattca
tctacttaac
ctccteatgt
aaaagccttyg

moltype =

gattctttta
cttcaaaaag
ttctgaacac
aacaatagaa
ctctttectt
gagtgtcaat
taaagagaga
aattattgat
agaaatatga
tattatcgac
aactatttta
aaaaaaatca
acataagaga
cataatttat
taacataagt
agcctatttt

= 1002

agtttttcaa
aaaactatta
aagagaaatg
atctcaaatg
aattatctca
taaattgttc
attaaaattt
gccacttgtt
aaataattat
aactactatt
aattaatatg
aaatattata
caacaaaaaa
agaataattt
ttacaaaact
aaaagacagt

genomic DNA
Glycine max

acctattcta
tttaaatata
aaaactcact
agatatcttt
actcaaatta
gaaaaagaga
tgctecteac
accaatgttg
tggttcagaa
tcgttgagga
ttagaagatg
ctgtgteege
gtagaacaca
taggaaatga
catttaaatt
ttttttattt
gaatggacat

DNA length

Location/Qualifiers

1..1002

mol_type =
organism =

attattatta
aatgaaattt
tagctactct
actcactaat
ttttcatcta
gatcagagtce
tteggattte
ccacagttat
ctgcatcgat
atggctgete
cgtatttett
agcatcaaat
tttatcaata
tttatgggtyg
attagtttct
aaaaattatt
agaaattacc

moltype =

tccatgtcat
ttaggagttc
ttagtgatat
ggtacaaaca
taagactcat
ttggttgcaa
gagactaaga
tggttggtaa
tcggggatcee
tgcttacaat
catagttaaa
acaaatgcag
tactaagtaa
aaatagtgtc
agatctcttyg
ttttatttac
aa

= 1002

aaccaataag
gattactgat
ctatgttteg
aaaaagaaga
atattccacc
tetettatgt
aaaggtcatg
attetgttet
atcacatgecce
attttacgta
gttaaagtat
agcatcgaat
taatagatta
aggagattta
acaagttaca
atacaagatt

genomic DNA
Glycine max

tttcctttet
aaatacccta
tttatatgta
tactagtaca
gtttcacttyg
tagcaagttg
ttgcattgta
tgcatectttt
tatgctctca
caacacttte
cagaattttt
tctgtagaga
gcaaaccatg
aaacacgaga
acattatata
aatttgagac
ttagatataa

DNA length

Location/Qualifiers

1..1083
note =

aattcataga
accaataatt
actgaggtgt
ttgtaacatt
acaatgggaa
agtggtggca
agcaaagccg
getteettty
cactccttca
tggatgaatg
gccaaccetyg
aagctgcatce
ttttaacatt
aattattaga
tatatattga
tgtaatctta

ag

= 1083

gaacccagta
actaaaataa
tacttcatca
gtaacactat
cagcagcatt
gagagaaagg
caactgtgtt
ctcteteage
ccagctttga
gcaaacgcag
caaaattcag
aaagtctatg
ggagtttaat
tggtttaaga
tttttctgaa
tattatgtaa

synthetic construct; Plant optimized

960
1002

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1000

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1002

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1002

nucleotide
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82

-continued
sequence of TS21 meganuclease

source 1..1083

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 33
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ccggettegt ggacggegac ggctccatca tggegcagat caagecgcag 120
cagtcctgca agttcaagca cgcgctecag ctgaccttea cegtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggcaaggt ctacgaccge 240
gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttectgyg aggtgtgcac gtgggtcegac 420
cagatcgegg ccctcaacga cagcaagacce cgcaagacga ccteggagac ggtgegggeg 480
gtectggact cecteccagg atcegtggga ggtctatcege catctcagge atccagegece 540
gcatcctegy cttectcaag cccgggttca gggatcteeg aagcactcag agctggagca 600
actaagtcca aggaattcct getctacctg gecggcetteg tggacggega cggctccate 660
aaggcgcaga tcaagccgceg ccagtcecge aagttcaage acgagctcete cctgacctte 720
caggtgacce agaagacgca gaggcgetgg ttectcegaca agetggtcega cgagatceggg 780
gtgggctacyg tctacgaccyg cgggtceggtg tccgactaca tectctecca gatcaagece 840
ctgcacaact tcctcaccca getccagecg ttectcaage tgaagcagaa gcaggcgaac 900
ctegtectga agatcatcga gcagcteccee teggccaagg agtcecccgga caagttectg 960
gaggtgtgca cgtgggtcga ccagatcgceg gecctcaacyg acagcaagac ccgcaagacg 1020
accteggaga cggtgeggge ggttctagac tecctcageg agaagaagaa gtcgtcccce 1080
tga 1083
SEQ ID NO: 34 moltype = AA length = 10
FEATURE Location/Qualifiers
source 1..10

mol type = protein

organism = Simian virus 40
SEQUENCE: 34
MAPKKKRKVH 10
SEQ ID NO: 35 moltype = DNA length = 5937
FEATURE Location/Qualifiers
misc_feature 1..5937

note = synthetic construct; Expression cassette RTW317,

source

SEQUENCE :

cacatggtta
taaaaggatg
ttatgtgtaa
taaatgaatg
atccatatac
atctagtcta
ggceggecca
ccageetget
caacgaacag
ctaactaaca
cttagtttga
cttcacaacyg
caaacaacag
cctggeagtt
atacggttat
caaaaggcca
cctgacgage
taaagatacc
cecgettaceg
tcacgetgta
gaaccccecyg
ccggtaagac
aggtatgtag
agaacagtat
agctcttgat
cagattacge
gacgctcagt
tagaaaaact
ccatattttt
aggatggcaa
attaatttcc
gaatccggty
ccattacget
gectgagega
tgcaaccgge

35

acctagactt
cacacatagt
ttactagtta
tcacgtgtet
atataaatat
ggtgtgtttt
getgatatcee
tttttgtaca
gtcactatca
ggaagagttt
tgcctggeag
ttcaaatceg
ataaaacgaa
ccctactete
ccacagaatc
ggaaccgtaa
atcacaaaaa
aggcgtttee
gatacctgte
ggtatctcag
ttcagcecega
acgacttatc
geggtgcetac
ttggtatctg
ccggcaaaca
gcagaaaaaa
ggaacgggge
catcgagcat
gaaaaagccg
gatcctggta
cctegtcaaa
agaatggcaa
cgtcatcaaa
gacgaaatac
gcaggaacac

comprising the TS21 meganuclease plant optimized

nucleotide sequence

1..5937
mol_type = other DNA
organism = synthetic

gtcecatctte tggattggece
gacatgctaa tcactataat
tctgaataaa agagaaagag
ttataattct ttgatgaacc
taatcatata taattaatat
gegaatgegg ccgecaccege
atcacactgyg cggccgcact
aagttggcat tataaaaaag
gtcaaaataa aatcattatt
gtagaaacgc aaaaaggcca
tttatggegyg gegtectgee
ctceeggegy atttgtecta
aggcccagte ttccgactga
gettagtagt tagacgtcce
aggggataac gcaggaaaga
aaaggccgeyg ttgetggegt
tcgacgetca agtcagaggt
ccectggaage teectegtge
cgeetttete ccttegggaa
ttcggtgtag gtegtteget
cegetgegee ttatccggta
gecactggca gcagccactyg
agagttcttyg aagtggtgge
cgctetgety aagccagtta
aaccaccgcet ggtageggtyg
aggatctcaa gaagatcctt
ccaatctgaa taatgttaca
caaatgaaac tgcaatttat
tttctgtaat gaaggagaaa
tcggtetgeg attccgacte
aataaggtta tcaagtgaga
aagtttatge atttctttce
atcactcgca tcaaccaaac
gegategetyg ttaaaaggac
tgccagegca tcaacaatat

without an intron and operably linked
to the soybean EF1A promoter

congtruct

aacttaatta
gtgggcatca
atcatccata
agatgcattt
caattgggtt
ggtggagcetce
cgactgaatt
cattgettat
tggggcecga
tccgtcagga
cgccacecete
ctcaggagag
gectttegtt
cgagatccat
acatgtgagce
ttttccatag
ggcgaaacce
getetectgt
gegtggeget
ccaagcetggyg
actatcgtct
gtaacaggat
ctaactacgg
cctteggaaa
gtttttttgt
tgatctttte
accaattaac
tcatatcagg
actcaccgag
gtccaacatce
aatcaccatg
agacttgtte
cgttattcat
aattacaaac
tttcacctga

atgtatgaaa
aagttgtgtyg
tttcttatcce
cattaaccaa
agcaaaacaa
gaattctagt
ggttceggeg
caatttgttyg
gcttaagtaa
tggecttety
cgggecgttyg
cgttcaccga
ttatttgatg
gctageggta
aaaaggccag
getecgecce
gacaggacta
tccgacccety
ttctcatage
ctgtgtgeac
tgagtccaac
tagcagagcg
ctacactaga
aagagttggt
ttgcaagcag
tacggggtcet
caattctgat
attatcaata
gcagttccat
aatacaacct
agtgacgact
aacaggccag
tcgtgattge
aggaatcgaa
atcaggatat

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
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tcttctaata cctggaatge tgtttttceceg gggatcgcag tggtgagtaa ccatgcatca 2160
tcaggagtac ggataaaatg cttgatggtc ggaagaggca taaattccgt cagccagttt 2220
agtctgacca tctcatctgt aacatcattg gcaacgctac ctttgccatg tttcagaaac 2280
aactctggceg catcgggcett cccatacaag cgatagattg tcgcacctga ttgcccgaca 2340
ttatcgcgag cccatttata cccatataaa tcagcatcca tgttggaatt taatcgcgge 2400
ctcgacgttt cccgttgaat atggctcata acaccccttg tattactgtt tatgtaagca 2460
gacagtttta ttgttcatga tgatatattt ttatcttgtg caatgtaaca tcagagattt 2520
tgagacacgg gccagagctg cagctggatg gcaaataatg attttatttt gactgatagt 2580
gacctgtteg ttgcaacaaa ttgataagca atgctttctt ataatgccaa ctttgtacaa 2640
gaaagctggg tctagatatc tcgacccecggg caatcaaatt atatatgtaa agcaattaca 2700
gtttatcaaa ctttatttat ggaaataatt tattatcaca tttattttgg tttataaatt 2760
ttaaattaaa atatcaccta aataaaaata atttttaaca tgacttattg tcctaaataa 2820
attatttccg taaattaaat aaaatgaagt ttttttcttt caaagaatct aaatggtcat 2880
aatgagaatt ctctaaaaaa atacataatg agaataatta tggaatttat ttattaataa 2940
aaattaatag cattttgata gacaattaat aaaattttaa aaataaccat atagaaataa 3000
taattttttt actatcggtt ccaattaaaa taatgataaa aaataaaata gattattaat 3060
tgatattgat atgaaattta aataaagaat ataatcatat attttattga tatatgatat 3120
gatatagatt aattgatatt gattttgata tggaatttaa aaataatata ataattgttt 3180
ttatttatta atacgtgtaa tcaaataatt ctcacttttt gaatcaatca gtgtacttaa 3240
agataatatc agttgaatat tttttatcct tttacgtgtg ctgtgagaca ttatcatcaa 3300
ttgtgttgta tatgatatat agatatagat atataaatat atagattgag tgatataata 3360
tatttaaaat ataaattata tatatgtttt aatatatttt tgcatatata tatatatttg 3420
taaaaactag aagtattttt tcatgagata attattatcg agttgaataa gtctattatt 3480
tgtgagagcce aaccatattt atatatgtga ttaaatttta tctttgtgaa attaaaaata 3540
ataaaaaata ccttaaaatc ataataatag aaaaacttat atttataatt taccattata 3600
cttaaaaaaa attaaataaa tattataaat ataaatacta tcgagtaatg gccgcgctag 3660
ggtttttgag aaaaaatctt cccacgcact caactgcact gtacggcgtc gttttcacag 3720
ccgcataata gaagccgedgt tecccaacce ttecctcacaa cattcectcecgga ccctecagca 3780
ccgtcaccca aacaaatatc cacgcggtag taggcgegtyg aaacaaactc taatccgaac 3840
tacgagacgt gagaagcacg cgctttagcg agcgtttcaa ttgtcgctac gaaagcagag 3900
aaggatacaa acggaactag ggtaaattag taagggtaat ttcgtaaaca gaagaaaaga 3960
gttgtagcta taaataaacc ctctaaccct cgtcgcatta cttectcettca cacctttgtt 4020
cactcttett ctettgcgge tagggtttta gcgcagette ttctaggttce gttatctacce 4080
accgttcectat ggattttatt ccttctatte gtgtttatte tattggttta tgttgecttge 4140
aatatgtttt ttctgaatct gtcgtegttg tcttcaattt tatccatgtt tcagagatca 4200
attttgtttg tgtagtatgt gcttattctt cttcectttteg ttcgagttgt taataacggt 4260
gctatggtgt tttcaaaagt gtttttttta ttacttttga tttaaagttt ttttggtaag 4320
gcttttattt gettgttata ttcaaatctt tggatccaga tcttatataa gtttttggtt 4380
caagaaagtt tttggttact gatgaataga tctattaact gttactttaa tcgattcaag 4440
ctaaagtttt ttggttactg atgaatagat ctattatctg ttacttttaa tcggttcaag 4500
ctcaagtttt ttggttactg atgaatagat ctatatacgt cacagtgtgc taaacatgcc 4560
cttgttttat ctcgatctta tgtatgggag tgccataaat tttgttatgt ctattttttt 4620
atctgttgga atcatactga gtttgatgcg ttacgattga gcatacctat ttttgggctt 4680
gttgtatggt gggtatttag atcttaatct ttttatgctt atgaaaggtt ttgtaatgac 4740
aaaggtctta atgttgttaa acttttattt ttactttata tggtgtgttg atgtgttatg 4800
gttttgacaa cttttttttt ttctggattt ttgcagattt aaggaagcca tggcaccgaa 4860
gaagaagcgc aaggtgcata tgaacaccaa gtacaacaag gagttcctgce tctacctgge 4920
cggcttegtyg gacggegacg getccatcat ggegcagate aagcecgcage agtcctgcaa 4980
gttcaagcac gcgctccage tgaccttcac cgtgacccag aagacgcaga ggcgctggtt 5040
cctecgacaag ctggtcgacg agatcggggt gggcaaggtce tacgaccgcg ggtcggtgte 5100
cgactacatc ctctecccaga tcaagcccct gcacaactte ctcacccage tccagecgtt 5160
cctcaagetyg aagcagaagce aggcgaacct cgtcectgaag atcatcgage agctcecccte 5220
ggccaaggayg tccccggaca agttectgga ggtgtgcacyg tgggtcgacce agatcgegge 5280
cctcaacgac agcaagaccce gcaagacgac cteggagacyg gtgegggegyg tcectggacte 5340
cctececcagga tceccgtgggag gtctatcgece atctcaggca tccagegecg catcctegge 5400
ttecctcaage ccgggttcag ggatctccga agcactcaga gctggagcaa ctaagtccaa 5460
ggaattccetg ctectacctgg ccggcttegt ggacggcgac ggctccatca aggcgcagat 5520
caagcegege cagtcccgca agttcaagca cgagetctee ctgaccttec aggtgaccca 5580
gaagacgcag aggcgctggt tcctcgacaa gectggtcgac gagatcgggg tgggctacgt 5640
ctacgaccgce gggtceggtgt ccgactacat cctcectcccag atcaagcccce tgcacaactt 5700
cctcacccag ctccageegt tcectcaaget gaagcagaag caggcgaacce tcgtectgaa 5760
gatcatcgag cagctcccct cggccaagga gtccccggac aagttcectgg aggtgtgcac 5820
gtgggtcgac cagatcgcegg ccctcaacga cagcaagacce cgcaagacga cctcggagac 5880

ggtgcgggeg gttctagact ccctcagcga gaagaagaag tcegtcecccecct gaggtac 5937
SEQ ID NO: 36 moltype = DNA length = 6126
FEATURE Location/Qualifiers
misc_feature 1..6126
note = synthetic construct; Expression cassette RTW322,

comprising the TS21 meganuclease plant optimized
nucleotide sequence ST-LS1 intron2 and operably linked to
the soybean EF1A promoter
source 1..6126
mol_type = other DNA
organism = synthetic construct
SEQUENCE: 36
cacatggtta acctagactt gtccatctte tggattggec aacttaatta atgtatgaaa 60
taaaaggatg cacacatagt gacatgctaa tcactataat gtgggcatca aagttgtgtg 120
ttatgtgtaa ttactagtta tctgaataaa agagaaagag atcatccata tttcttatce 180
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taaatgaatg tcacgtgtct ttataattct ttgatgaacc agatgcattt cattaaccaa 240
atccatatac atataaatat taatcatata taattaatat caattgggtt agcaaaacaa 300
atctagtcta ggtgtgtttt gcgaatgegg cegecacege ggtggagetce gaattctagt 360
ggceggecca getgatatcee atcacactgg cggccgeact cgactgaatt ggttccggeg 420
ccagcctget tttttgtaca aagttggcat tataaaaaag cattgcttat caatttgttg 480
caacgaacag gtcactatca gtcaaaataa aatcattatt tggggcccga gcttaagtaa 540
ctaactaaca ggaagagttt gtagaaacgc aaaaaggcca tccgtcagga tggecttcetg 600
cttagtttga tgcctggcag tttatggegg gegtectgee cgecacccte cgggecgttyg 660
cttcacaacg ttcaaatccg ctcccggegg atttgtecta ctcaggagag cgttcaccga 720
caaacaacag ataaaacgaa aggcccagtce ttccgactga gectttegtt ttatttgatg 780
cctggeagtt ccctactete gettagtagt tagacgtcecee cgagatccat gctageggta 840
atacggttat ccacagaatc aggggataac gcaggaaaga acatgtgagc aaaaggccag 900
caaaaggcca ggaaccgtaa aaaggccgeg ttgetggegt ttttecatag gctecgecce 960
cctgacgage atcacaaaaa tcgacgctca agtcagaggt ggcgaaaccce gacaggacta 1020
taaagatacc aggcgtttcc ccctggaagce tcecctegtge gectcetectgt tecgaccctg 1080
ccgcttaceg gatacctgte cgectttete ccttcecgggaa gecgtggeget ttcectcatage 1140
tcacgctgta ggtatctcag ttcggtgtag gtcgtteget ccaagetggg ctgtgtgcac 1200
gaacccceeg ttcagececcga ccgetgegece ttatceggta actatcegtcect tgagtccaac 1260
ccggtaagac acgacttatc geccactggca gecagccactyg gtaacaggat tagcagageg 1320
aggtatgtag gcggtgctac agagttcttg aagtggtgge ctaactacgg ctacactaga 1380
agaacagtat ttggtatctg cgctctgctg aagccagtta ccttcggaaa aagagttggt 1440
agctcttgat ccggcaaaca aaccaccgct ggtagcggtg gtttttttgt ttgcaagcag 1500
cagattacgc gcagaaaaaa aggatctcaa gaagatcctt tgatcttttce tacggggtcect 1560
gacgctcagt ggaacggggc ccaatctgaa taatgttaca accaattaac caattctgat 1620
tagaaaaact catcgagcat caaatgaaac tgcaatttat tcatatcagg attatcaata 1680
ccatattttt gaaaaagccg tttctgtaat gaaggagaaa actcaccgag gcagttccat 1740
aggatggcaa gatcctggta tcggtcetgeg attccgacte gtccaacatc aatacaacct 1800
attaatttcc cctcgtcaaa aataaggtta tcaagtgaga aatcaccatg agtgacgact 1860
gaatccggtyg agaatggcaa aagtttatgce atttcectttec agacttgttc aacaggccag 1920
ccattacgct cgtcatcaaa atcactcgca tcaaccaaac cgttattcat tcgtgattge 1980
gectgagega gacgaaatac gcgatcgetg ttaaaaggac aattacaaac aggaatcgaa 2040
tgcaaccggce gcaggaacac tgccagcgca tcaacaatat tttcacctga atcaggatat 2100
tcttctaata cctggaatge tgtttttceceg gggatcgcag tggtgagtaa ccatgcatca 2160
tcaggagtac ggataaaatg cttgatggtc ggaagaggca taaattccgt cagccagttt 2220
agtctgacca tctcatctgt aacatcattg gcaacgctac ctttgccatg tttcagaaac 2280
aactctggceg catcgggcett cccatacaag cgatagattg tcgcacctga ttgcccgaca 2340
ttatcgcgag cccatttata cccatataaa tcagcatcca tgttggaatt taatcgcgge 2400
ctcgacgttt cccgttgaat atggctcata acaccccttg tattactgtt tatgtaagca 2460
gacagtttta ttgttcatga tgatatattt ttatcttgtg caatgtaaca tcagagattt 2520
tgagacacgg gccagagctg cagctggatg gcaaataatg attttatttt gactgatagt 2580
gacctgtteg ttgcaacaaa ttgataagca atgctttctt ataatgccaa ctttgtacaa 2640
gaaagctggg tctagatatc tcgacccecggg caatcaaatt atatatgtaa agcaattaca 2700
gtttatcaaa ctttatttat ggaaataatt tattatcaca tttattttgg tttataaatt 2760
ttaaattaaa atatcaccta aataaaaata atttttaaca tgacttattg tcctaaataa 2820
attatttccg taaattaaat aaaatgaagt ttttttcttt caaagaatct aaatggtcat 2880
aatgagaatt ctctaaaaaa atacataatg agaataatta tggaatttat ttattaataa 2940
aaattaatag cattttgata gacaattaat aaaattttaa aaataaccat atagaaataa 3000
taattttttt actatcggtt ccaattaaaa taatgataaa aaataaaata gattattaat 3060
tgatattgat atgaaattta aataaagaat ataatcatat attttattga tatatgatat 3120
gatatagatt aattgatatt gattttgata tggaatttaa aaataatata ataattgttt 3180
ttatttatta atacgtgtaa tcaaataatt ctcacttttt gaatcaatca gtgtacttaa 3240
agataatatc agttgaatat tttttatcct tttacgtgtg ctgtgagaca ttatcatcaa 3300
ttgtgttgta tatgatatat agatatagat atataaatat atagattgag tgatataata 3360
tatttaaaat ataaattata tatatgtttt aatatatttt tgcatatata tatatatttg 3420
taaaaactag aagtattttt tcatgagata attattatcg agttgaataa gtctattatt 3480
tgtgagagcce aaccatattt atatatgtga ttaaatttta tctttgtgaa attaaaaata 3540
ataaaaaata ccttaaaatc ataataatag aaaaacttat atttataatt taccattata 3600
cttaaaaaaa attaaataaa tattataaat ataaatacta tcgagtaatg gccgcgctag 3660
ggtttttgag aaaaaatctt cccacgcact caactgcact gtacggcgtc gttttcacag 3720
ccgcataata gaagccgedgt tecccaacce ttecctcacaa cattcectcecgga ccctecagca 3780
ccgtcaccca aacaaatatc cacgcggtag taggcgegtyg aaacaaactc taatccgaac 3840
tacgagacgt gagaagcacg cgctttagcg agcgtttcaa ttgtcgctac gaaagcagag 3900
aaggatacaa acggaactag ggtaaattag taagggtaat ttcgtaaaca gaagaaaaga 3960
gttgtagcta taaataaacc ctctaaccct cgtcgcatta cttectcettca cacctttgtt 4020
cactcttett ctettgcgge tagggtttta gcgcagette ttctaggttce gttatctacce 4080
accgttcectat ggattttatt ccttctatte gtgtttatte tattggttta tgttgecttge 4140
aatatgtttt ttctgaatct gtcgtegttg tcttcaattt tatccatgtt tcagagatca 4200
attttgtttg tgtagtatgt gcttattctt cttcectttteg ttcgagttgt taataacggt 4260
gctatggtgt tttcaaaagt gtttttttta ttacttttga tttaaagttt ttttggtaag 4320
gcttttattt gettgttata ttcaaatctt tggatccaga tcttatataa gtttttggtt 4380
caagaaagtt tttggttact gatgaataga tctattaact gttactttaa tcgattcaag 4440
ctaaagtttt ttggttactg atgaatagat ctattatctg ttacttttaa tcggttcaag 4500
ctcaagtttt ttggttactg atgaatagat ctatatacgt cacagtgtgc taaacatgcc 4560
cttgttttat ctcgatctta tgtatgggag tgccataaat tttgttatgt ctattttttt 4620
atctgttgga atcatactga gtttgatgcg ttacgattga gcatacctat ttttgggctt 4680
gttgtatggt gggtatttag atcttaatct ttttatgctt atgaaaggtt ttgtaatgac 4740
aaaggtctta atgttgttaa acttttattt ttactttata tggtgtgttg atgtgttatg 4800
gttttgacaa cttttttttt ttctggattt ttgcagattt aaggaagcca tggcaccgaa 4860
gaagaagcgc aaggtgcata tgaacaccaa gtacaacaag gagttcctgce tctacctgge 4920
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cggcttegtyg gacggegacg getccatcat ggegcagate aagcecgcage agtcctgcaa 4980
gttcaagcac gcgctccage tgaccttcac cgtgacccag aagacgcaga ggcgctggtt 5040
cctecgacaag ctggtcgacg agatcggggt gggcaaggtce tacgaccgcg ggtcggtgte 5100
cgactacatc ctctecccaga tcaagcccct gcacaactte ctcacccage tccagecgtt 5160
cctcaagetyg aagcagaagce aggcgaacct cgtcectgaag atcatcgage agctcecccte 5220
ggccaaggag tccccggaca agttcecctgga ggtaagttte tgcttctacce tttgatatat 5280
atataataat tatcattaat tagtagtaat ataatatttc aaatattttt ttcaaaataa 5340
aagaatgtag tatatagcaa ttgcttttct gtagtttata agtgtgtata ttttaattta 5400
taacttttct aatatatgac caaaacatgg tgatgtgcag gtgtgcacgt gggtcgacca 5460
gatcgeggee ctcaacgaca gcaagacccg caagacgacce teggagacgg tgegggeggt 5520
cctggactcece ctceccaggat ccgtgggagg tctatcgecca tctcaggcat ccagegecge 5580
atcctegget tectcaagec cgggttcagg gatctceccgaa gcactcagag ctggagcaac 5640
taagtccaag gaattcctge tcectacctgge cggcttegtg gacggcgacg gctccatcaa 5700
ggcgcagate aagccgcegece agtcccgcaa gttcaagcac gagctctecce tgacctteca 5760
ggtgacccayg aagacgcaga ggcgetggtt cctcegacaag ctggtcgacyg agatcggggt 5820
gggctacgte tacgaccgcg ggteggtgtce cgactacatc ctctcccaga tcaagcccect 5880
gcacaacttce ctcacccage tccagecgtt cctcaagetg aagcagaagce aggcgaacct 5940
cgtecctgaag atcatcgage agctccccte ggccaaggag tccccggaca agttectgga 6000
ggtgtgcacyg tgggtcgace agatcgegge cctcaacgac agcaagaccce gcaagacgac 6060
ctecggagacg gtgcgggegg ttctagactce cctcagcgag aagaagaagt cgtccccctg 6120
aggtac 6126
SEQ ID NO: 37 moltype = DNA length = 5056
FEATURE Location/Qualifiers
misc_feature 1..5056

note = synthetic construct; Nucleotide sequence of RTW328A,

which is the repair DNA fragment for TS21 meganuclease

source 1..5056

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 37
cgegecteta gttgaagaca cgttcatgte ttcatcgtaa gaagacactc agtagtctte 60
ggccagaatyg gccatctgga ttcagcagge ctagaaggec atttaaatcc tgaggatctg 120
gtecttectaa ggacccggga tatcgetatce aactttgtat agaaaagttg ggecgaattce 180
gagctceggta cggccagaat ccggtaagtg actagggtca cgtgacccta gtcacttaaa 240
tteggecaga atggecatct ggattcagca ggectagaag gceccggaccyg attaaacttt 300
aattcggtcee gggttacctce gagttattta tceccctataa agggcaccag ttagttcaat 360
ctgatgtcta acctaatttg gatacatgece ttttattgeca gctgccgtece gtgcacagag 420
gagtcttagyg aggaacaact gtagagaaaa ggatctgcca aattcgctag aaaattcacc 480
agaaacacca cccgttatcce aattaaacaa gatttttgga tcacttgtga agttgaattg 540
ctatccaact gctattccca tttctaaacce ttgttacacyg agcatcttga tcaatggtct 600
agaaagggaa atagcagttg agtggtgctt caacgataag ttattggatt tagtatttat 660
cttagccetgt tttcegtgtac tttgttttge cggatggagg tatgtgattt tgtctatgat 720
tcttaataca ataacctaca cttactctca ttgatagttt gtgcagatct aatagctatg 780
aagcaccgat accggacatg acacggtcag gtggacacat gtaatgtcta aaatattaaa 840
atatagaacg tagtacgagt gtcgtgtcgg tgttagatac tgatagggac gcgtgtcecgga 900
caccggacat gacaaaggac tgaagtgcett agaattgttt atgtttgaga tcttgttgat 960
gagaggcaga tagaggtcaa cttgccaaga taacctacag ttctatatta gatgectttgt 1020
gcaaaaacga tcatccaaag gctattggat tattcaagaa aactaaagac caaggagttc 1080
aaaaccgcct atgtacacat gcactatact tatggatgga ttgtgcgaag tggaagactt 1140
cagaatgcaa aaatgatttt tcaggatcta ctgattaaag gctatcaact aagtgtctgt 1200
ctgtactctg tataatgtta tgattcatag gctttgtaaa gagggatttt ttgatgaagce 1260
attgatctag aaatctaaaa tggaaaacag atcttaaaga agatacactg tgtaaatgtg 1320
taatggcact ggcactctecg tgtactagtg gtcacctaag tgactagggt cacgtgaccce 1380
tagtcactta ttcccaacag aagttcecctat tccgaagtte ctattctcta gaaagtatag 1440
gaacttccac tagtacccaa caagcttgca tgcctgcagg tttaaacagt cgactctaga 1500
gatccgtcaa catggtggag cacgacactc tcgtctactce caagaatatc aaagatacag 1560
tctcagaaga ccaaagggct attgagactt ttcaacaaag ggtaatatcg ggaaacctcce 1620
tcggattecca ttgcccaget atctgtcact tcatcaaaag gacagtagaa aaggaaggtg 1680
gcacctacaa atgccatcat tgcgataaag gaaaggctat cgttcaagat gcctctgecg 1740
acagtggtce caaagatgga cccccaccca cgaggagcat cgtggaaaaa gaagacgttce 1800
caaccacgtc ttcaaagcaa gtggattgat gtgatgatcce tatgcgtatg gtatgacgtg 1860
tgttcaagat gatgacttca aacctaccta tgacgtatgg tatgacgtgt gtcgactgat 1920
gacttagatc cactcgagcg gctataaata cgtacctacg caccctgegce taccatccect 1980
agagctgcag cttattttta caacaattac caacaacaac aaacaacaaa caacattaca 2040
attactattt acaattacag tcgaccccta gtccatgaaa aagcctgaac tcaccgcgac 2100
gtctgtcgag aagtttctga tcgaaaagtt cgacagcgtce tccgacctga tgcagctcte 2160
ggagggcgaa gaatctcgtg ctttcagett cgatgtagga gggcgtggat atgtcctgeg 2220
ggtaaatagc tgcgccgatg gtttctacaa agatcgttat gtttatcgge actttgcate 2280
ggcecgegete ccgatteccgg aagtgcttga cattggggaa ttcagcgaga gcctgaccta 2340
ttgcatctece cgcecgtgcac agggtgtcac gttgcaagac ctgcctgaaa ccgaactgece 2400
cgetgttetg cagceceggteg cggaggccat ggatgcgatce gctgecggcecg atcttagcecca 2460
gacgagcggg ttecggcccat tcggaccgca aggaatcggt caatacacta catggcgtga 2520
tttcatatgc gcgattgctg atccccatgt gtatcactgg caaactgtga tggacgacac 2580
cgtcagtgeg teccgtcecgege aggctcetcecga tgagctgatg ctttgggcecg aggactgceccece 2640
cgaagtceccgg cacctcecgtge acgcggattt cggctccaac aatgtcecctga cggacaatgg 2700
ccgcataaca gecggtcattg actggagcga ggcgatgtte ggggattccce aatacgaggt 2760
cgccaacatce ttcttctgga ggccgtggtt ggcttgtatg gagcagcaga cgcgctactt 2820
cgagcggagg catccggagce ttgcaggatc gccgcecggcecte cgggcgtata tgctceccgcat 2880
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tggtcttgac caactctatc
gcagggtcega tgcgacgcaa
cgcccgecaga agcegeggecg
aaaccgacge cccagcacte
tgcgtcegaayg cagatcgtte
geeggtetty cgatgattat
aacatgtaat gcatgacgtt
tacatttaat acgcgataga
geggtgteat ctatgttact
attccgaagt tcctattete
caggcatgee cgcggatatce
aggctecgge cagaatccgg
gccagaatgg ccatctggat
cggtceggaa gettggatee
gtgactaggg tcacgtgacc
gtggcegtta acggatcgge
cttaaattcyg gccagaatgg
aactttaatt cggtccgggt
aagtcatata tggtttaaga
attacacaag tgtttctttt
tgtttaagtc actggtgtaa
tgatgatgat ttgaaatgct
gttcttttta aagaaacagg
aatccaaatt gtcttaggtg
ttaattggag ccttttcaaa
tgtctcagte tcaagtgtta
ggaactattt taaatttcaa
cttttaccte atctggeatt
taatcaccaa atgaaaagaa
ctggaagatt tagatgatgt
ttttgcatac atatgtttac
tccegtgaaa aagtgattta
ttggattcta agttttttta
acaagtagac tctttctatg
aggaggtgaa catgttgtgg
gaccctagte acttattcce

ttccgattaa tegtgg
SEQ ID NO: 38
FEATURE

misc_feature

source

SEQUENCE: 38

ggcactctceg tgtgtgatta aaag

SEQ ID NO: 39
FEATURE
misc_feature

source

SEQUENCE: 39

caatgagaag aaaaagaaac acttgtg

SEQ ID NO: 40
FEATURE
misc_feature
source

SEQUENCE: 40
agtagtggte aatttt
SEQ ID NO: 41
FEATURE

misc_feature

source

SEQUENCE: 41

aacacatgat ggacgacttc aaa

SEQ ID NO: 42

-continued
agagcttggt tgacggcaat ttcgatgatg cagcttggge 2940
tcgtecgate cggagecggyg actgtcecgggce gtacacaaat 3000
tctggaccga tggctgtgta gaagtactcg ccgatagtgg 3060
gtccgagggce aaaggaatag tgaggtacct aaagaaggag 3120
aaacatttgg caataaagtt tcttaagatt gaatcctgtt 3180
catataattt ctgttgaatt acgttaagca tgtaataatt 3240
atttatgaga tgggttttta tgattagagt cccgcaatta 3300
aaacaaaata tagcgcgcaa actaggataa attatcgcge 3360
agatcgatgt cgacccggga tcatggctag cgaagttcect 3420
tagaaagtat aggaacttca gatcctctag agtcgacctg 3480
gatgggccec ggccgaagcet tcaagtttgt acaaaaaagce 3540
taagtgacta gggtcacgtg accctagtca cttaaattcg 3600
tcagcaggcce tagaaggccec ggaccgatta aactttaatt 3660
gtcgacgaat tcactagtgt taccagagct ggtcacctaa 3720
ctagtcactt attcccgggce acccagcttt cttgtacaaa 3780
cagaatccgg taagtgacta gggtcacgtg accctagtca 3840
ccatctggat tcagcaggcc tagaaggccc ggaccgatta 3900
tacctctaga aagcttgteg acctgcaggt gtgtgattaa 3960
tacttttttt tataaagata gtagtggtca atttttcgat 4020
tcttectecatt gtactgtaga tctgatttac tttcaatgat 4080
ttgtttgtgt ttcaaatatc aaaccaagct gaaactgaga 4140
ttatctcatg tagtcgactc aattttcctg tatatttett 4200
agcttttaag atttaaaaca ccagcatatt ttgtttgcat 4260
taaagttgct gacatttcecc ttgatgtcat tgctgcataa 4320
acctatggtt tattttgttg gggattattc aaggaacgcg 4380
tgattgctga tatcagtgat atattgctgc acaatgaagt 4440
ttgatgattc tgcattcaat ttatcatctg acctttttat 4500
ttagtctttt accagataaa aggaccaaac acatgagata 4560
tgaaagacga gatataaaga tgtggttttt ctttttattc 4620
tttcaattaa gttgtttgtg gatgctttta gatgattttg 4680
ttttttgttc tcaacttctc attcattttc catgatttca 4740
gcagaaaacg tttttccecct gttgtectttg tecctaaactt 4800
tatgaaaatt agatcatttg gcacatggtt ttccaaagac 4860
aaatcaatct taaatccctt ttagaggaaa aacattttaa 4920
agtgggaagg atccggtcac ctaagtgact agggtcacgt 4980
gggcaacttt attatacaaa gttgatagat ctcgaattca 5040
5056
moltype = DNA length = 24
Location/Qualifiers
1..24
note = synthetic construct; Primer Mega2l-190F
1..24
mol_type = other DNA
organism = synthetic construct
24
moltype = DNA 1length = 27
Location/Qualifiers
1..27
note = synthetic construct; Primer Mega2l-301R
1..27
mol_type = other DNA
organism = synthetic construct
27
moltype = DNA length = 16
Location/Qualifiers
1..16
note = synthetic construct; Probe mega2l-250T
1..16
mol_type = other DNA
organism = synthetic construct
16
moltype = DNA length = 23
Location/Qualifiers
1..23
note = synthetic construct; Primer Megal4-13F
1..23
mol_type = other DNA
organism = synthetic construct
23
moltype = DNA length = 23
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FEATURE Location/Qualifiers
misc_feature 1..23
note = synthetic construct; Primer Megal4-128R
source 1..23

SEQUENCE: 42

mol_type = other DNA
organism = synthetic construct

caagcagacg tacgcaagta gct 23

SEQ ID NO: 43
FEATURE
misc_feature

source

SEQUENCE: 43

moltype = DNA length = 19
Location/Qualifiers

1..19
note = synthetic construct; Probe Megal4-85T
1..19

mol_type = other DNA
organism = synthetic construct

ttgtcaatac gaaagtaac 19
SEQ ID NO: 44 moltype = DNA length = 21
FEATURE Location/Qualifiers
misc_feature 1..21

note = synthetic construct; Primer Mega30-30F
source 1..21

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 44
tgccatgagt agcaccactt g 21
SEQ ID NO: 45 moltype = DNA length = 23
FEATURE Location/Qualifiers
misc_feature 1..23

note = synthetic construct; Primer Mega30-87R
source 1..23

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 45
ctcagattta tgctcttgeg tgg 23
SEQ ID NO: 46 moltype = DNA length = 16
FEATURE Location/Qualifiers
misc_feature 1..16

note = synthetic construct; Probe Mega30-52T
source 1..1e

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 46
tgggttcgac acatct 16
SEQ ID NO: 47 moltype = DNA length = 28
FEATURE Location/Qualifiers
misc_feature 1..28

note = synthetic construct; Primer Megab5-F1
source 1..28

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 47
tcgtaaccat tcatgtgata taatgatc 28
SEQ ID NO: 48 moltype = DNA length = 22
FEATURE Location/Qualifiers
misc_feature 1..22

note = synthetic construct; Primer Mega5-R1
source 1..22

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 48
tgcttacgtg tgtactcgtg ca 22
SEQ ID NO: 49 moltype = DNA length = 18
FEATURE Location/Qualifiers
misc_feature 1..18

note = synthetic construct; Probe Mega5-T1
source 1..18

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 49
ttctcacact cacctaag 18
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SEQ ID NO: 50 moltype = DNA length = 32
FEATURE Location/Qualifiers
misc_feature 1..32
note = synthetic construct; Primer WOL133
source 1..32

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 50
gttgatgaga ggcagataga ggtcaacttg cc

SEQ ID NO: 51 moltype = DNA length = 33
FEATURE Location/Qualifiers
misc_feature 1..33
note = synthetic construct; Primer WOL134
source 1..33

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 51
ttatgcagca atgacatcaa gggtaatgtc age

SEQ ID NO: 52 moltype = DNA 1length = 27
FEATURE Location/Qualifiers
misc_feature 1..27
note = synthetic construct; Primer WOL190
source 1..27

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 52
ctaatgacac gtgtatcaag taactgg

SEQ ID NO: 53 moltype = DNA 1length = 27
FEATURE Location/Qualifiers
misc_feature 1..27
note = synthetic construct; Primer WOL242
source 1..27

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 53
tcgaactttt cgatcagaaa cttcteg

SEQ ID NO: 54 moltype = DNA length = 34
FEATURE Location/Qualifiers
misc_feature 1..34
note = synthetic construct; Primer WOL153
source 1..34

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 54
gattagagtc ccgcaattat acatttaata cgcg

SEQ ID NO: 55 moltype = DNA 1length = 27
FEATURE Location/Qualifiers
misc_feature 1..27
note = synthetic construct; Primer WOL247
source 1..27

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 55
aactgagaga ctgagcgaca atcacag

SEQ ID NO: 56 moltype = DNA length = 31
FEATURE Location/Qualifiers
misc_feature 1..31
note = synthetic construct; Primer WOL121
source 1..31

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 56
gctaatggat tcaatttgaa gtatttaata g

SEQ ID NO: 57 moltype = DNA length = 34
FEATURE Location/Qualifiers
misc_feature 1..34
note = synthetic construct; Primer WOL150
source 1..34

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 57
actttagaat gataatgatg actttagcac tgcc

32

33

27

27

34

27

31

34
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SEQ ID NO: 58
FEATURE
misc_feature

source

SEQUENCE: 58

moltype = DNA 1length = 27
Location/Qualifiers

1..27
note = synthetic construct; Primer WOL192
1..27

mol_type = other DNA
organism = synthetic construct

gtacgcaaac agcttgttta ccttteg

SEQ ID NO: 59
FEATURE
misc_feature

source

SEQUENCE: 59

moltype = DNA length = 28
Location/Qualifiers

1..28
note = synthetic construct; Primer WOL193
1..28

mol_type = other DNA
organism = synthetic construct

ttccaatttyg agagggtata tttectte

SEQ ID NO: 60
FEATURE
misc_feature

source

SEQUENCE: 60

moltype = DNA length = 30
Location/Qualifiers

1..30
note = synthetic construct; Primer WOL113
1..30

mol_type = other DNA
organism = synthetic construct

ggaagccttyg ttegtatcga aacacaaagg

SEQ ID NO: 61
FEATURE
misc_feature

source

SEQUENCE: 61

moltype = DNA length = 29
Location/Qualifiers

1..29
note = synthetic construct; Primer WOL114
1..29

mol_type = other DNA
organism = synthetic construct

ccacatcttt taactcaagg ggcttcage

SEQ ID NO: 62
FEATURE
misc_feature

source

SEQUENCE: 62

moltype = DNA length = 28
Location/Qualifiers

1..28
note = synthetic construct; Primer WOL194
1..28

mol_type = other DNA
organism = synthetic construct

ccaagtcaat aactttctga tgagaagce

SEQ ID NO: 63
FEATURE
misc_feature

source

SEQUENCE: 63

moltype = DNA length = 29
Location/Qualifiers

1..29
note = synthetic construct; Primer WOL195
1..29

mol_type = other DNA
organism = synthetic construct

ggttaggcaa attagatagt gtttgattt

SEQ ID NO: 64
FEATURE
misc_feature

source

SEQUENCE: 64

moltype = DNA length = 29
Location/Qualifiers

1..29
note = synthetic construct; Primer WOL105
1..29

mol_type = other DNA
organism = synthetic construct

ctcgggttaa gatcacatga tagcaaagce

SEQ ID NO: 65
FEATURE
misc_feature

source

SEQUENCE: 65

moltype = DNA length = 31
Location/Qualifiers

1..31
note = synthetic construct; Primer WOL144
1..31

mol_type = other DNA
organism = synthetic construct

27

28

30

29

28

29

29
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cttaaccaac tccgatcctt

SEQ ID NO: 66
FEATURE
misc_feature

source

SEQUENCE: 66
attctatgaa aaggatgtct

SEQ ID NO: 67
FEATURE
misc_feature

source

SEQUENCE: 67
acaccaagcce caatcgecat

SEQ ID NO: 68
FEATURE
source

SEQUENCE: 68
tggattgact tgcgagataa

SEQ ID NO: 69
FEATURE
source

SEQUENCE: 69
caaacagatt cacgtcagat

SEQ ID NO: 70
FEATURE
source

SEQUENCE: 70
ttacatgacg taggacatta

SEQ ID NO: 71
FEATURE
source

SEQUENCE: 71
gtttctcacy cgtgagagcce

SEQ ID NO: 72
FEATURE
source

SEQUENCE: 72
ccaaccgteg tgagacctge

SEQ ID NO: 73
FEATURE
source

SEQUENCE: 73
agatcggacyg caagagggtt
SEQ ID NO: 74

FEATURE
source

SEQUENCE: 74
gggceggtatyg tatgtcatac

SEQ ID NO: 75

ttcecegtect ¢

moltype = DNA 1length = 27
Location/Qualifiers

1..27
note = synthetic construct; Primer WOL196
1..27

mol_type = other DNA

organism = synthetic construct

tgtggeg

moltype = DNA length = 25
Location/Qualifiers

1..25
note = synthetic construct; Primer WOL197
1..25

mol_type = other DNA

organism = synthetic construct

acatc

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

ac

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

tt

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

cg

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

tt

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

ccC

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

ta

moltype = DNA length = 22
Location/Qualifiers

1..22

mol type = genomic DNA
organism = Zea mays

ta

moltype = DNA length = 22

31

27

25

22

22

22

22

22

22

22
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FEATURE Location/Qualifiers
source 1..22

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 75
caagctctcg cgaaaagggc ag 22
SEQ ID NO: 76 moltype = DNA length = 22
FEATURE Location/Qualifiers
source 1..22

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 76
ctagtatacg tgagagacct tg 22
SEQ ID NO: 77 moltype = DNA length = 22
FEATURE Location/Qualifiers
source 1..22

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 77
aagaaataca tgcgagccag tc 22
SEQ ID NO: 78 moltype = DNA length = 1083
FEATURE Location/Qualifiers
misc_feature 1..1083

note = synthetic construct; Plant optimized nucleotide

sequence of MHP14 containing a nuclear localization signal

and no intron
source 1..1083
mol_type = other DNA
organism = synthetic construct
SEQUENCE: 78

atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ceggettegt ggacggegac ggctccatca tegegcagat caagcecgaac 120
cagtcctaca agttcaagca ccagetcatg ctgacctteca cegtgaccca gaagacgcag 180
aggcgetggt tectegacaa getggtegac gagategggg tgggctacgt ccgcgaccge 240
gggtcggtgt ccgactacat cctceteccag atcaagecce tgcacaactt cctcacccag 300
ctccageegt tectcaaget gaagcagaag caggcgaace tcegtcectgaa gatcatcgag 360
cagctecect cggccaagga gtecccggac aagttectgg aggtgtgcac gtgggtcgac 420
cagatcgegg ccctcaacga cagcaagacce cgcaagacga ccteggagac ggtgegggeg 480
gtcectggact cccteccagg atcegtggga ggtctatcge catctcagge atccagegee 540
gecatcctegg cttectcaag cecgggttca gggatcteeg aagcactcag agetggagca 600
actaagtcca aggaattect getctacctg gecggetteg tggacggega cggctccate 660
atcgcggega tcaagecgaa ccagtectac aagttcaage accagetcte cctgacctte 720
accgtgacce agaagacgca gaggcgetgg ttectegaca agetggtega cgagatceggg 780
gtgggctacyg tccgegacca ggggteggtyg tcccactace agetctecca gatcaagece 840
ctgcacaact tcctcaccca gotccageeg ttectcaage tgaagcagaa gcaggcgaac 900
ctegtectga agatcatecga geagetecee teggecaagg agtccccgga caagttcectg 960
gaggtgtgca cgtgggtcga ccagatcgeg gecctcaacg acagcaagac ccgcaagacg 1020
acctcggaga cggtgeggge ggttctagac tcectcageg agaagaagaa gtegtcccce 1080
tga 1083
SEQ ID NO: 79 moltype = DNA length = 1083
FEATURE Location/Qualifiers
misc_feature 1..1083

note = synthetic construct; Plant plant optimized

nucleotide sequence of MHP1l4+ containing a nuclear

localization signal and no intron
source 1..1083
mol_type = other DNA
organism = synthetic construct

SEQUENCE: 79

atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg
ctctacctgg ccggettegt ggacggegac ggctccatca tegegcagat caagcecgaac
cagtcctaca agttcaagca ccagctcatg ctgacctteca cegtgaccca gaagacgcag
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggcaaggt ccgegaccge
gggtceggtgt ccgactacat cctctceccag atcaagecce tgcacaactt cctcacccag
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtcectgaa gatcatcgag
cagctecect cggccaagga gtccceggac aagttectgyg aggtgtgcac gtgggtcgac
cagatcgegg ccctcaacga cagcaagacce cgcaagacga ccteggagac ggtgegggeg
gtectggact cecteccagg atcegtggga ggtctatcege catctcagge atccagegece
gcatcctegy cttectcaag ccecgggttca gggatcteceg aagcactcag agetggagea
actaagtcca aggaattcct getctacctg gecggcetteg tggacggega cggctcecate
atcgeggcega tcaagcecgaa ccagtcectac aagttcaage accagctcete cctgacctte
accgtgacce agaagacgca gaggcgetgg ttectcegaca agetggtega cgagatcggg
gtgggctacyg tccgecgacca ggggteggtg teccactace agetctcecca gatcaagecce
ctgcacaact tcctcaccca getccagecg ttectcaage tgaagcagaa gcaggcgaac
ctegtectga agatcatcga gcagcteccece teggccaagg agtcecccgga caagttectg

60

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
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-continued
gaggtgtgca cgtgggtcga ccagatcgceg gecctcaacyg acagcaagac ccgcaagacg 1020
accteggaga cggtgeggge ggttctagac tecctcageg agaagaagaa gtcgtcccce 1080
tga 1083
SEQ ID NO: 80 moltype = DNA length = 1273
FEATURE Location/Qualifiers
misc_feature 1..1273
note = synthetic construct; Plant optimized nucleotide
sequence of MHP55 containing a nuclear localization signal
and an intron
source 1..1273
mol_type = other DNA
organism = synthetic construct
SEQUENCE: 80
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ccggettegt ggacggegac ggatccatca tegegcagat caagecgaac 120
cagtcctgca agttcaagca ccagctctece ctgaccttece aggtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggctacgt ccgegaccge 240
gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
ctgcagceegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttcectgg aggtaagttt ctgettctac 420
ctttgatata tatataataa ttatcattaa ttagtagtaa tataatattt caaatatttt 480
tttcaaaata aaagaatgta gtatatagca attgcttttc tgtagtttat aagtgtgtat 540
attttaattt ataacttttc taatatatga ccaaaacatg gtgatgtgca ggtgtgcacg 600
tgggtecgace agatcgegge cctcaacgac agcaagaccce gcaagacgac ctcggagacg 660
gtgegggegy tectggacte ccteccagga teegtgggag gtetatcegec atctcaggea 720
tccagegeeg catcctegge ttectcaage cegggttcag ggatctcecga agcactcaga 780
gctggagcaa ctaagtccaa ggaattcctg ctctacctgg ceggettegt ggacggcgac 840
ggctccatca tegegtccat caagecggag cagtccecgca agttcaagca ccegectcgag 900
ctgaccttee aggtgaccca gaagacgcag aggcgcetggt tectegacaa gctggtcegac 960
gagatcgggg tgggctacgt ccgcgaccgce gggtcecggtgt ccgactaccg cctetcccag 1020
atcaagcccce tgcacaactt cctcacccag ctccagecegt tectcaaget taagcagaag 1080
caggcgaacce tcgtectgaa gatcatcgag cagcetccect cggecaagga gtccccggac 1140
aagttcctgg aggtgtgcac gtgggtcgac cagatcgegyg cectcaacga cagcaagacce 1200
cgcaagacga ccteggagac ggtgcgggeg gttcectagact cectcagega gaagaagaag 1260
tcgtececcct gaa 1273
SEQ ID NO: 81 moltype = DNA length = 1083
FEATURE Location/Qualifiers
misc_feature 1..1083
note = synthetic construct; Plant optimized nucleotide
sequence of MHP55 containing a nuclear localization signal
and without an intron
source 1..1083
mol_type = other DNA
organism = synthetic construct
SEQUENCE: 81
atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ccggettegt ggacggegac ggctccatca tegegcagat caagecgaac 120
cagtcctgca agttcaagca ccagctctece ctgaccttece aggtgaccca gaagacgcag 180
aggcgetggt tcctegacaa getggtegac gagatcegggyg tgggctacgt ccgegaccge 240
gggtceggtgt ccgactacat cctctcccag atcaagecce tgcacaactt cctcacccag 300
cteccagecegt tcctcaagcet gaagcagaag caggcgaacce tcegtectgaa gatcatcgag 360
cagcteccct cggccaagga gtccccggac aagttectgyg aggtgtgcac gtgggtcegac 420
cagatcgegg ccctcaacga cagcaagacce cgcaagacga ccteggagac ggtgegggeg 480
gtectggact cecteccagg atcegtggga ggtctatcege catctcagge atccagegece 540
gcatcctegy cttectcaag cccgggttca gggatcteeg aagcactcag agctggagca 600
actaagtcca aggaattcct getctacctg gecggcetteg tggacggega cggctccate 660
atcgegteca tcaageccgga gcagtcecge aagttcaage accgectega gctgacctte 720
caggtgacce agaagacgca gaggcgetgg ttectcegaca agetggtcega cgagatceggg 780
gtgggctacyg tccgegacceg cgggteggtg tecgactace gectctecca gatcaagece 840
ctgcacaact tcctcaccca getccagecg ttectcaage tgaagcagaa gcaggcgaac 900
ctegtectga agatcatcga gcagcteccee teggccaagg agtcecccgga caagttectg 960
gaggtgtgca cgtgggtcga ccagatcgceg gecctcaacyg acagcaagac ccgcaagacg 1020
accteggaga cggtgeggge ggttctagac tecctcageg agaagaagaa gtcgtcccce 1080
tga 1083
SEQ ID NO: 82 moltype = DNA length = 1083
FEATURE Location/Qualifiers
misc_feature 1..1083
note = synthetic construct; Plant optimized nucleotide
sequence of MHP55-2 containing a nuclear localization
signal and without an intron
source 1..1083
mol_type = other DNA
organism = synthetic construct
SEQUENCE: 82

atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg
ctctacctgg ceggettegt ggacggegac ggetcecatca tegegecagat caagcecgaac

60
120
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cagtcctgca agttcaagca
aggcgetggt tectegacaa
gggtceggtgt ccgactacat
ctccageegt tectcaaget
cagctecect cggccaagga
cagatcgegyg ccctcaacga
gtcetggact cccteccagyg
gecatcctegg cttectcaag
actaagtcca aggaattcct
atcgegteca tcaagccgga
caggtgacce agaagacgca
gtgggctacyg tccegegaccyg
ctgcacaact tcctcaccca
ctcgtectga agatcatcga
gaggtgtgca cgtgggtcga
acctcggaga cggtgeggge
tga

SEQ ID NO: 83
FEATURE
misc_feature

source

SEQUENCE: 83
atggcaccga agaagaagcg
ctctacctgyg ceggettegt
cagtgctaca agttcaagca
aggcgetggt tectegacaa
gggtceggtgt ccgactacat
ctccageegt tectcaaget
cagctecect cggccaagga
cagatcgegyg ccctcaacga
gtcetggact cccteccagyg
gecatcctegg cttectcaag
actaagtcca aggaattcct
atcgegteca tccgeccgga
accgtgacce agaagacgca
gtgggctacyg tctacgacca
ctgcacaact tcctcaccca
ctcgtectga agatcatcga
gaggtgtgca cgtgggtcga
acctcggaga cggtgeggge
tga

SEQ ID NO: 84
FEATURE
source

SEQUENCE: 84

gtgaatctgt ttggaattga
atgtttgcga accaaggtaa
atctgtggte acatagctat
caacaactac atatggtaga
atcacgatge ccaagagggyg
ctaagcaaga gcccaactte
ggatcaaacc ttttcctaaa
taactagttt gctctagatc
aaaagaacaa gttaggcttce
tggcegcacey ggctgtecgyg
ctcaagctee tcaacttegg
cggtgcacce gcagagcaac
tgcaattcag aagtcagagc
gactgtcegg tgccgcatga
tacaagatga cgtggcggeg
geccatcegee agtagectte
ccaaccggece actttaaggt
attcaagcca tcccaaccac

SEQ ID NO: 85

FEATURE
source

SEQUENCE: 85

-continued

ccagctectece ctgaccttec aggtgaccca gaagacgcag 180
gctggtcgac gagatcgggg tgggctacgt ccgcgaccge 240
ccteteecgag atcaagccece tgcacaactt cctcacccag 300
gaagcagaag caggcgaacc tcgtcctgaa gatcatcgag 360
gtccececggac aagttcectgg aggtgtgcac gtgggtcgac 420
cagcaagacce cgcaagacga cctceggagac ggtgcgggeg 480
atcecgtggga ggtctatcge catctcaggce atccagcegec 540
ccegggttceca gggatctceeg aagcactcag agctggagca 600
gctctacctyg gecggcetteg tggacggcega cggctccate 660
gcagtccege aagttcaage accgcctcega gcectgacctte 720
gaggcgctgg ttectcgaca agetggtega cgagatcggg 780
cgggtcggtg tccgactacce gectcteccca gatcaagece 840
gctccageceg ttectcaage tgaagcagaa gcaggcgaac 900
gcagctceee teggccaagg agtccccgga caagttcctg 960
ccagatcgeg gecctcaacyg acagcaagac ccgcaagacg 1020
ggttctagac tccctcagceg agaagaagaa gtcgtcccece 1080

1083
moltype = DNA length = 1083

Location/Qualifiers
1..1083

note = synthetic construct; Plant ooptimized nucleotide

sequence of MHP77 containing a nuclear localization signal
and without an intron

1..1083

mol_type = other DNA
organism = synthetic construct

caaggtgcat atgaacacca agtacaacaa ggagttecctg
ggacggcgac ggctccatca tcegegcagat caagccggag
ccgectecatyg ctgaccttea cegtgaccca gaagacgcag
getggtegac gagatcgggg tgggctacgt cegegaccge
ccteteccag atcaagecce tgcacaactt cctcacccag
gaagcagaag caggcgaacc tcgtcctgaa gatcatcgag
gtceceggac aagttcectgg aggtgtgcac gtgggtcgac
cagcaagacce cgcaagacga ccteggagac ggtgegggeg
atccgtggga ggtctatcege catctcagge atccagegec
ccegggttcea gggatcteeg aagcactcag agetggagea
getetacetyg geeggetteg tggacggega cggctecate
gecagtccege aagttcaage accgectega getgegette
gaggcgetgg ttectcgaca agetggtega cgagatcggg
ggggteggtyg tcccactace gectctecca gatcaagece
getecagecg ttectcaage tgaagcagaa gcaggcgaac
gecagctceece teggecaagg agtccccgga caagttectg
ccagatcgeg geoctcaacg acagcaagac ccgcaagacg
ggttctagac tccctcageg agaagaagaa gtcgtcccce

moltype = DNA
Location/Qualifiers
1..1041

length = 1041

mol type = genomic DNA

organism = Zea mays

aaaacaagtyg cttcctttta tacaccacta tgtcgettca
agaaatgtaa aatcttacaa tttcecgtgca tccgacataa
tgttaaacgg ttgcaaatcc taaggaggac cattattgtg
agcgcttgtt ttgatgtgtg cacattttgt tgctaaaagg
ggtgaattgg gcttttctaa aaatcaacac taattaaaac
accccgacaa ctagcaataa gagaatatga aagggaaata
tgattttggt ggttgaattg cccaacacaa ataattggac
atacattcta caggtgccaa aggttcaaca caaaccaatc
aaaagaaagg agcaaaaagg aaaccgaagt gtgcctggtce
tgtgccacca gacagtgtee ggtgcaccag ggtgaatcag
gtttcecaga cgcagctcca ctataattca ttggactgte
ggctacttge gecgcaacggt cgactctgca aagtgaacag
agatggtcag aggggcaccg gattgtcegyg tgtagcacceg
ggacaaagce tccaacggtce gaccagetce aagccctaac
caccggacac tgtceggtgg tgcaccggac tgtteggtge
tccaacgget acaatttggt tggtggetat aaataccacc
gtgggagcce aagcaacatt ccaagtcata tagttgacat

C

moltype = DNA
Location/Qualifiers
1..906

length = 906

mol type = genomic DNA

organism = Zea mays

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1083

60
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tcactttcee ccctattttt ctccctattt tttcatctee cgcageggtt cccectaaat 60
actcctatat accccaatac aactataaaa tatcattttc tatatcaact atcaattttt 120
tatctactaa caattactcg tggacccaca tcacaatgtt tagggtgatg aacagtgaca 180
cgctagatcet gaggggagag agaaaagggt cggcegcegtag ggggcgcetgt agggggcace 240
getgeggety tggagtgcece cctacagecce ccatgcaagg ggagggggat actgaggggg 300
ctgegttgeg tacagectga caggctcetece ttegecatttyg cgegggacag aaatgacttyg 360
ccgaggatgg aagcagagag acggatttgg cecgagcgcac agcagctege caaagacgge 420
gtecgaagcayg cagtgaccge ggtcgagtga gggagtcatce ctggattege ggtttatcga 480
cteggecacgg gggcaaccat ggcgttgaag gtaggcaaca tgaggagcca tcgattgaca 540
ceggtetteg gaateggegg atctcgacga tggtgacaag gaggaggceca cgaagegtceg 600
tcgagcagag cgcgacaagc aaatcgagtc ggccacgage gtggatttgg atctgaccce 660
caagtttttg tatggatcct attccccaat ttgtagatct tcaatttcct tactttaatt 720
ttccatageca caaacgatgt ttgcatgcac gattcggaca atcttgactt gttegtccac 780
ggttggagtt tagggttgga atgtgtaaaa cacgtgataa actgtgtaca actcgagaac 840
tagataattc attttggatt gtaatatgtg tacctcatgc tatagttttg gttaaatctg 900
acgtga 906
SEQ ID NO: 86 moltype = DNA length = 979
FEATURE Location/Qualifiers
source 1..979

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 86
tcacgacggt tgggctggag agccggetgg taggggagga cctcaacgge tgcgecttceg 60
tctactgete cctcagette ctggacaaga tettetgegyg gatcgecctyg tttgecctgg 120
aatcgtacga aggtaagtga cgccgagatc ggcagagatg cttgaaaatt tgtgttttte 180
cttetgetge gaaggecgge aactgatcgg gegggcgcaa caccgtegte ttceegetgca 240
gatacgatga gctgcggcga gacggggggce ctcaacacgg tgagcaggta cggaacggge 300
ctgatcccee ctectgette gecgtectta ctecgagage cactgcactyg gaagecccge 360
tgcttgtetyg acggactgaa gaaaccggtg gatgtcgate gggttgggayg aagaaatgceg 420
catcctette aattagattt gatttgaaga ggaacatgtc actcgectttt tttttcaatt 480
agaatcctet tcgattaggt ttgaagaggg gggaaatgec actagttttt tttccaatta 540
gatttgaaag caggccactt tgtaataata ttcgccatge cgtcegtgttg gcacatcaca 600
tatgcatagt tttggtgtgc taatagatga cattaagttg ttgtacgtat aactcgaatt 660
tctgegaagt ttgtgtgcat gtcatcagat tattgtacta agagcaggaa cagcatatgg 720
tcgaggctga aacagaagac tagtatacag atccgtgtag gaaagaaaaa aaaaactagc 780
tttgaacacg ctgaaaacga cctggacact gaatgcaaac atcacccgcece gcggeggget 840
ctectecacag ctegtectee gactccgace ggtacttgte cacgtccgece ctceeggtget 900
tceecttgee gtcgacggeg gegacgtegg geccagcegac cctetectte acctectcecca 960
gcctetectt ggeccgtgte 979
SEQ ID NO: 87 moltype = DNA length = 734
FEATURE Location/Qualifiers
source 1..734

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 87
tagagtatga gtcctgctge ggtgegtgga gtegettgag agegttggeyg gcgagaagte 60
cgccaacgge actgtggatce tcggccacgg aagagaaaaa gaaaaggcaa aaattgcatt 120
gtecgaatacyg tgaacaggaa aatccaattt tcgtatcatg acctctgtat atgtatccat 180
atatataaaa aaaattctaa tatataaaca gactcaatat tttgtaaaaa atgccatttt 240
aaatttgtat taatatatgt tggaaaatgt aaagaatgag atatagagaa cgaaatttag 300
agaaggttgc tgaagatata aaagattaaa tcttttagag tgtgctataa aggatagaga 360
atatttgttt aatggatgaa atttagagaa cgttattgga gataggctaa aaaatatact 420
gcattgcaaa attcagcctt cccttcactc acccatctet ggaactgect gectgcecteg 480
aacgtaggag atcaagtgga acgaccggceg cctcaagtece ctectcaccyg tceggegegac 540
getetgggte atctecggeg tcaccgtett cgtcetteceyg agecagatge acaacaccct 600
ctegecatgg tcateggege tgccaacgeg ctegtcatgg taaaacgegyg gcegectaget 660
agcacgccac gctgcacgtce caaatcctac cggtttegeg tgctetgget ttacattaca 720
tgggcaggtc tcac 734
SEQ ID NO: 88 moltype = DNA length = 1016
FEATURE Location/Qualifiers
source 1..101e

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 88
atacataccg ccctaaggac ctagatagtg tgttggtcca aaaaaccaac atagaaacat 60
caaagttttt gccattaata gaaaagattg atggacaact catttccaaa gccatacagt 120
caattgtaat catcttcaac ccaatcaaaa actcatagtt tataaccgtt ctttggccag 180
cttcacggat agtctgtcce tctgagactg aaagtagect agaagtgggt gaataggcta 240
aacctaaaat ttccaccaca aactttgaaa taatgtcaaa taagcagttc aactggtgca 300
ggccagttca accgctatta aggecggttg aaccactcta aaccggccca accgtgagag 360
aggatcaagg ctatgaacaa cgcagagact aatgagagat tcctttaaga aaagagctca 420
cgggataaat taggcataaa tagggaaaat ttgtgtggat aagatccaca cacaagacaa 480
ctecgatcgat gtcttetttyg ctaaagataa ttcacaacga tttgaattaa agcaaagaca 540
caaagacgca aggatttatc ctgaggttcg gecacaccat aaaggtgccce tactccctgt 600
tgaggagcce acaaaggacc aagtcttttce caactctaat cctceccacaaa tcgaccacaa 660
aggtcaaggc aaactctttc tcaactttge tcaacgagtyg agtgaaacaa acttcttggg 720
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gtegtccaca aatttggaga ctcccaagca acctcaaact gecaaggaac tcgaaggttce 780
caagggcaac aaatctgcac aagaagtgtt tgcagtggge tcaagagatyg agaaaggggg 840
gggagagaaa actaagtcta aaagtgaaaa actcaaactt tacaccaagg gcccttcaat 900
caagcgatga gggagcgatt tggggtgtga gagagttggg agcettttatce tcaagttagg 960
tcagcaatga atgcgtggag caaccataat gaatgaggag agagacatga gggggt 1016
SEQ ID NO: 89 moltype = DNA length = 898
FEATURE Location/Qualifiers
source 1..898

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 89
ctttggcaag caattgcatg cgagtaaaca agtaattaag agtaaggttc accggttagg 60
ttecttaccet cggtgtaaag cttggaacat ggttgttgag gttagttagg ttccttacce 120
acaagtcaca ctctecccaca tggtgtgete atacctaagt tatacttgat cagectagac 180
cacttggege tcttcacacce ccactctact aatgtgcetet tegtgtcetece tgtggggcga 240
gcacggtacce ccttacaatg cctectttag agccacacac gatttcatge aggattccat 300
ggagccataa cctccaagge acctaggagg tggaaacctce taaaagtaac aagacaatga 360
tcttectagt gataacttga taatgtgagt tagtaagagg tttggggcega aggctcaage 420
atgctcaaca agtgctccta ttgctcaget tagggagcac acatttacac tcctactttt 480
tatagcccca ctteccacaa ctagacacta taacactttt tgagaaaact acacattagt 540
ggacactcca taatacaacc cacggatagc ccatatttga attccgatga ctatatttca 600
attaaatgcg tgttagtcgt catagaaagt gtttagtgaa cagtctatct gttaattttt 660
aacatgtcta taaacttcct aatttatgtce cecttttaag aatgtgcgac agatagtctg 720
cctttgagge ccatatagta caccgaccaa atatttgcat tcaccgaaac tcccaagttt 780
ctatccacta tctaaaacag tgtagagaca gtctacatga ggggccccaa tagtccatcg 840
gtcaaaaaac acataaactt taaagttttt gtccatcact tgaattagta tgacatac 898
SEQ ID NO: 90 moltype = DNA length = 260
FEATURE Location/Qualifiers
source 1..260

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 90
agggcaagtc aatccatgca acaccactca cgaatatgtt acgttaatac caaaaccata 60
tattgacaca catgcacaac atcatatatt atgttaatca ctttataaat ccaattttaa 120
tctaaaacaa tgttttatca cacacgattt cgcaatatac atcggtgata aagatacgcc 180
ggttgaccat gtaagtcaac aaagggtcga taacgtcgtg acacttaaaa ggaggcgagt 240
cacacatcta tatgggtgct 260
SEQ ID NO: 91 moltype = DNA length = 900
FEATURE Location/Qualifiers
source 1..900

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 91
cgtacaactt taggaatcac accagccgece tactctaage ttgggcctca cttetgtggt 60
ccctatcagg ttcetggagga aattgggaca gtatcttaca ggettgccect gecatctcac 120
geeegecatee ataatgtgtt tcatgtcectcet ttactaaaga aatatattgg ggctccceceg 180
gctgcaatag ttectcectace cccaatatta catggcagag tcectgcectca gectgagaag 240
gttactaagyg cacgcaagaa ccgaggcgtg tgggaactge ttgtgcaatg getgggacaa 300
tcagececgetyg atgcaacgtg ggttcagetg gaggacttte gtegecgttt tcectggtgte 360
caggtecgegg acgacttgtt tttgggggag gggggaaatyg ataccgatge atttgtagga 420
aaggtatacc agagaaggaa tcgccaggaa taaaggaaac aacagataag gaataaaaga 480
gacaacagat aattttctat atttagtcag tcagcagatt aggaataaaa gagacagcag 540
ataagtttct atatttagtc agtctatttt ctagcaagtt gagagtgata tgatttgttt 600
ctatattaac ctgggctcag tctataagag accaggggta gtttgtacta gggattatca 660
aaagaagaaa atctcctagt cctaggaggt tgectgggece cctggggtge actggaggaa 720
ctectecageg tcecggaacge caccaggaat cctectceee ctteccacte ctatttectg 780
cgttecattgt ccacaacctc ctgctgagec ceccaacgaaa gcagggagtt tgcgtcacte 840
gacccccaac tgataagggt ttaaggtcgg gaaatctcac cecgtgaagtt tatctcgcaa 900
SEQ ID NO: 92 moltype = DNA length = 931
FEATURE Location/Qualifiers
source 1..931

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 92
ctacgtcatg taagtttcta gtggttgtat tgetctgggt ttgaagatta taggtgattg 60
ttgaaggtag aatatgaaag tagcctacga gtctaatgga gtctecccegtt tcagcattat 120
atggccaaat gaagagataa ccctgtatag atcataatce tatatgcatc taaccacttt 180
cactatagac gcaacgcatt ttccggegtt cggttggtte cctgegagge ttgtgtacgg 240
ctgcatgcat gggacatgcce ttcgaagatc cecttgacte ggtgtgtgac cgetttacte 300
ggctteggtt gecatcttgca gaggeccacg atgcacccta tggacgaccce atcaggggec 360
ttataagcegt cacatggagc gcatccatge atggtgacct aggggatatc catgtaacac 420
cccaggtgtt agctagaagt aataacccaa ccacttggac cattatcaca tgtggataac 480
ttaaggtaaa agtcactaaa attaatgacc atattcctaa taaggtgaaa aacaccctag 540
aagaattaac ttacccaccc catggtgatc aaaggaaagg ggagtaacca accccctaaa 600
cctactetet tgageccaag agcaccaata caaagtgtca agagaaagtt aaccaaaatc 660
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cttaaccaca agtggaccct taacaaaagt tatagctaac taaataccta acaaaagttc 720
ttgagggtta agcaccaaaa ggggtgctag agtcccaatce aagtcacaca tgtgggagaa 780
ggggagagaa atcaagattt tttcataaat ccaaaaacag ccctatccca aaaacataaa 840
atctccaatt atgaaatgtg tgcctaattg tectaggaac accctcegtaa agtttgaact 900
cgagccecctca ctgtttgaca tgacaagtca t 931
SEQ ID NO: 93 moltype = DNA length = 922
FEATURE Location/Qualifiers
source 1..922

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 93
cgecgeatta aatgegegge agagagecgt tggegceggag atgaccgttyg ctteggagte 60
gcaccggaca gtccggtgaa ttatagcgga ctageegttg gagttteceg aagectggega 120
gttectgagyg cegtectecee ttggegcace ggacactgte cggtgtacac cggacagtce 180
ggtgaattat agccgagtceg cctcetgcgaa ttcccgaagg tgacgagatt gagtctgagt 240
cceectagtyg caccggacat gtcceggtgge geaccggaca gteeggtgeyg ccagaccagg 300
ggtgecctteg gttgcecectt tgecttcectttg ttgaatccaa aactcggtcet ttttattgge 360
tgagtgtgaa ccttttacac ctgtataatc tatacacttyg ggcaaactag ttagtccaaa 420
gatttgtgtt gggcaactca accaccaaaa ttatttagga actaggtgta agcctaattc 480
cctttecaagg cttcacttceg gaccactcta gaagtctatg gatggtctag cctcttagca 540
tgaacgatcce acgacaatga tacttagccce actttccaaa acacgctttt gaaaatattt 600
taactcacga attcagaaga attgttaata atcttgctaa tgcatcatct aaaagctcta 660
tgaggcatta agtttcacat aagaaattgt cattgactce tcttgacagt atggctatct 720
atccgactaa cccagacaat tttcttetet aaacaccttyg tgactggtgt cggtgtttgg 780
taccaatggce gcactatggg atataccatg tagtgctttt gggaggatag cgatgtcgat 840
caaaacttga tggttcatgc caggcacgat ggaacagagc agattatata ggtttgaacc 900
acctagaggc gtaatgtcct ac 922
SEQ ID NO: 94 moltype = DNA length = 994
FEATURE Location/Qualifiers
source 1..994

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 94
acgcgtgaga aactgagaat cgcctgeggg cegcegaatgg cgagcgagca cggcttgaga 60
atctgacgat ggaggaagct tggatagtgg aagggtattt ttggagatca atttgtagat 120
gectggtggaa gegttttett tcectatactg gecttetega aacctgtagg agttgctcta 180
acaggtaagc atcatcagcc cctccttgte cctcagtttyg taatacagca atttcagata 240
tggacataga aaaactctag gtccaccact gatagtaatc ctctaccatc aaaatatatt 300
ttatttgttt tcgaaaataa ataagacaat gttaagagta catgtagaac cttctaaaca 360
tctgaactte agattcaaca ccaaatcaac atgatgagtt tcaacatgtg agttaaatga 420
caaagtgggt tgctttagaa agcaacacaa gttacctagt tagggcttaa gcagacaatt 480
attttttggg tagtgattta caaaataatt tattttccga ttgcaactat gtgttacact 540
caattttaaa aaatatgttt tataatcaga ccacacatcg aagtacaggt gtgtattatc 600
gaggtacatyg attatttcaa tatttgagag agccttttca acttggtaca attgggacac 660
ccaaatggaa agaaacagta tgatcaaagg acctgaatag gtgggcacaa taactgaagt 720
tatctggcca attattaagt aacacttttt tagaattcct ggggcctggt cagcatgtac 780
gattgaccat aaattgttct ggtcagcata gttattgaca actccggaaa ctatctgata 840
agacatactt gggacctgtt tgtttgagat tataaatatg tttagattat aaccccaaac 900
aaacaaaccc ttcatattcc taaaacaagt ctaaaattta attaaatata taataaatgt 960
tacatatgct atttgtcacc taggtgcgac tggg 994
SEQ ID NO: 95 moltype = DNA length = 1048
FEATURE Location/Qualifiers
source 1..1048

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 95
ctgcegatge tatataagtt gagtcgecct gecgatcegtt gacgetcgaa cgtcgaccct 60
cctgaagaat aggctectgt tgegtgtete ctaaccacgg ccacctcgac ttceggctaac 120
tcggecatceca ggggcetatceg ccttatcaga atccacacceyg gtcetettete cagecacaac 180
attggcacce tcacgacgct gecgaccgcag gggggttcaa ccegtcegact cctacctteg 240
gectctacte cagtttcate gtgtgtggtg ccccegttge gactgegggg atgttagact 300
gtgtgtgtag gccggcacca ctgttgggcet gecggeccat tagggttagg gttgtgagte 360
tatatattat accccatctc ttatcaatac aaccaccact tgatacttct acatagagga 420
tagaggtagg agcagcccct aatcttcage tttcatagec aactgcccaa gaatatccat 480
aaacctagcce aattcacttc tccaatcgec ttagtctagt aaaagcaaat gccctatgca 540
tgtaacttta ccttgcactt tetttteccac ttectgcactt ccatccatca tettcacatg 600
ttgagcactt gcacttcatg gtccttgeca tetccactte acggttctat atatgtgget 660
caactatctt gtacactaaa tcgcctattc atctcacatg aaataaatta gtctggcatt 720
caattatcaa agccaaatca ggtctttcac tccagagete ctgcttgact agttgecget 780
ctteegtgat gtttgecace tcttccacce ccagactgea gtggtatact ttcccccaat 840
ctatttttag tgctaaaatt ggggctttct caaattgaat tatttgcttce tccatatgeg 900
catcttactg taatacgcgg tggtggecta tgaccgccag gatgtgtcta caacgcagta 960
cctatggcta taagttgcag cttcecteccac aactggtagg ccaatctcce ccatgcagge 1020
gcgcacagga gagggaaggc tctcacgce 1048
SEQ ID NO: 96 moltype = DNA length = 901
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FEATURE Location/Qualifiers
source 1..901

mol type = genomic DNA

organism = Zea mays
SEQUENCE: 96
ttgcgtcecga tctcatccac ccgctectga tecaacgace cagatccttyg gataccggtt 60
cgagegegeg cccctacccee taggccccac acgttgeege ctgegeccect gatgetagge 120
ctgaactgte agtccaccct ccaccctgge cgetgacege tetgtcacceyg cttgetegeg 180
ccecegtgeg cttgeccgca gatctgatet cggecagttga tcetgtgateg gatggecgag 240
agcgeccgat accecttcat ttggaaattt tgttaaagag atcccceggtt tcttagaaat 300
caacccgcag tctagtttta ttgcgectga gtecctggtt ttttgcagag agacccagta 360
actttatttt tatcacaaaa attggtttaa tttagggttt tgaattccaa aacttgtaaa 420
tttcatatct tttgcatatg aactccaaat tgggtggttc aaattgcaaa atgttcataa 480
tgttattctc tatgtgttta aattatattc atttactatt ttcatgtctc aattttgtgg 540
ctaatcccta ggttaattta aagtgataga atatttatta aagggtaaaa taaaaggtaa 600
agccctaatg aatgtccatg tgcttaactt tgtaaactta atttcattta atgtaatccc 660
atccctagaa tectgtttatt taagtaagta atttattgag atagacttag ttagaaaata 720
gtagaccttt aaacatagtg atctacccta atacctagag ttcacttgtg tgtttgtact 780
tttctactga acctttgttt gatcggttge acatgtttgg tgtgctgtte tttgttgttce 840
cccaagtgtyg ttgaatgaat gattgetttg cgtacacaac gagcaatccyg aggttccgag 900

t 901
SEQ ID NO: 97 moltype = DNA length = 1083

FEATURE Location/Qualifiers

source 1..1083

mol type = genomic DNA
organism = Zea mays

SEQUENCE: 97

atggcaccga agaagaagcg caaggtgcat atgaacacca agtacaacaa ggagttcctg 60
ctctacctgg ceggettegt ggacggegac ggctccatca tegegtccat caagcecgaac 120
cagtcccgea agttcaagea ccagetcatg ctgacctteca cegtgaccca gaagacgcag 180
aggcgetggt tectegacaa getggtegac gagategggg tgggcaaggt ccgcgaccge 240
gggtcggtgt ccgactaccg cctetgecag atcaagecce tgcacaactt cctcacccag 300
ctccageegt tectcaaget gaagcagaag caggcgaace tcegtcectgaa gatcatcgag 360
cagctecect cggccaagga gtecccggac aagttectgg aggtgtgcac gtgggtcgac 420
cagatcgegg ccctcaacga cagcaagacce cgcaagacga ccteggagac ggtgegggeg 480
gtcectggact cccteccagg atcegtggga ggtctatcge catctcagge atccagegee 540
gecatcctegg cttectcaag cecgggttca gggatcteeg aagcactcag agetggagca 600
actaagtcca aggaattect getctacctg gecggetteg tggacggega cggctccate 660
aaggcgcaga tcaagccgaa ccagtcectac aagttcaage accagetcte cctgacctte 720
caggtgacce agaagacgca gaggcgetgg ttectegaca agetggtega cgagatcggg 780
gtgggctacyg tctacgacceg cgggteggtg tccgactaca tectetecca gatcaagece 840
ctgcacaact tcctcaccca gotccageeg ttectcaage tgaagcagaa gcaggcgaac 900
ctegtectga agatcatecga geagetecee teggecaagg agtccccgga caagttcectg 960
gaggtgtgca cgtgggtcga ccagatcgeg gecctcaacg acagcaagac ccgcaagacg 1020
acctcggaga cggtgeggge ggttctagac tcectcageg agaagaagaa gtegtcccce 1080

tga 1083
SEQ ID NO: 98 moltype = DNA length = 1026

FEATURE Location/Qualifiers

source 1..1026

mol type = genomic DNA
organism = Zea mays

SEQUENCE: 98

tecgegagage ttggggggcece ttgacgactg agtgagtgte tttegtgete ggecttectyg 60
ctetegtttyg cgtettegeg caaggaaacyg ggaagagaaa aagagggacce gtccegtceceg 120
tgcggacgtt gtcegtgcatg ggtgggtett geatgatttyg tgectgeegt cctgtggteg 180
acgggaagceg acggcgagtce ggcgaagecce agetggageyg tagagccaag agceccgtget 240
gtgecgegety tgtgctgtag ctgtgecegtt gecagttgcag ttgcagttge agttgcageg 300
acgggttcte acttgatcac ttcggagttc aggcaaaget ctegtggtgyg ctgecatgee 360
accactggcet gatagegtgt ggacccattce caggcccata cccactttac ctacccggge 420
acccaaaggce cgaagectge tattgtagta ttgtceggect gegecagcaga gcegcetgagtyg 480
tctactgatt ataccgctga aattaaatgc ggtattcget tttcagacca aaccagacca 540
gatcagccag tgcaaagcce gcagtgggat ccaggcaaac gttttceteca ctgcaatcga 600
tctgetgeta cgtagaggce ggtagtctac tgagcgcaac gegtacaagt tgctgttget 660
ggatcgctag ctcacatacc tctcgacgca cteggttgtt ggettcacat gecatggeege 720
ccaccacctt ctceggtgacce acctacatgg tcetcectctage agaccccegte agtgecgege 780
gecattceggtyg catgcatgee tgtatggaca tgacgtgegt tctcgagcaa taattagatc 840
catgttggca ccagagatgg gtagacctgg cgtgcacgaa ataactggta ccatcagtga 900
acaaaacaag cattcctegt ggcgttcatg geggtgatgg cagtgggaat gtacaactga 960
cttcagggac cgtgacggac cgtgggataa agacgcagta gagcaggaaa gatacttcct 1020

accaaa 1026
SEQ ID NO: 99 moltype = DNA length = 856

FEATURE Location/Qualifiers

source 1..856

mol type = genomic DNA
organism = Zea mays
SEQUENCE: 99
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caaaggagtc
cgtttcaata
aacgccteag
gacacgcgceg
tcacgtcgag
tggtatgtaa
ggaagaaagc
atcctectge
gcagaagagt
aaatatctat
ttagtaatac
aaataacttg
aataaaacta
gagagaaacc
cgeetgecact

SEQ ID NO:
FEATURE
source

SEQUENCE :

tcacgtatac
gatcaggtga
ggggaacctg
atgttgageg
tgcegecacy
catccacggyg
aatgggaatt
atcacctact
gtagctctee
aaccatttcc
agtttgecta
ccgtaattag
ccatgaagac
gecteggecy
cgagggtete
caagcgaccc

ggatcgecty
agtcgetteg

SEQ ID NO:
FEATURE
source

SEQUENCE :

tttectgacag
gtaaatgcat
accttataac
aaacgcgtac
cctggettea
gatttagaaa
aagtaaaagt
caagtaataa
ttttcegtaaa
aaggtaataa
tttgtgcaaa
agaaaaagaa
acgctecace
gcagcctcac
tgccaacacc
gtaacggect
gggaccgttg

SEQ ID NO:
FEATURE
source

SEQUENCE :

agaatgacga
acccegtgggt
tegggttegg
ggtacccgac
gtcaggcteg
ttggggetge
ttgcaactge
ggetegegge

aaggacagac
aaaagaagat
gggaggaacg
gegtgaccceyg
geegegetgg
tatttttctt
gacgggaggg
aggacaacta
ggtagcagta
ttaacaatat
tcattttatt
actgagtcga
aacaaagcga
aacgagattt
tttege

100

100

tagctgacce
ctcaatagaa
cctetetatg
tcaccgaaag
gtcaacccat
tegtggegga
tctegecgta
tcatcgetygyg
tccgatcaag
tataatcgat
gtcaatattt
gggtacccce
caacagttcg
agcccgacec
ctcaggcagt
tggccaaatc
acaccttatce
cccttecact

101

101

cccaacgaat
cttcatatat
taagtatcct
taaggtaatg
agttcegete
aaatatatta
atttcataaa
atattaaagt
ataaatatta
attaatgaat
ttagaacttt
taaaaaagga
cgeggtetet
catctegeac
ttcttectecta
ccatagatce
tggcaaggtce

102

102

ttgctggact
caccegtggyg
gtcacacccyg
gggtacccga

ggagcccatyg
acagttctag

ttctteagge
ggcetggatyg

actgtcgatg
tatcggactce
ggacacacce
cctgtecagtyg
teggtecttt
gecctegtygyg
ggegggeget
gacaagtgtce
caccttteta
gtaatgctte
tataagtact
cgctetatta
ggagctgege
tttgccagac

moltype =

atatgagaca aacaacaaca aagcacactc
cctcatacca geectaccta cgacacgtgt
atgcatgegyg atgcgggege agecatatcct
agtctgcace gtccgatcga geegegeggyg
tttettegtt cccceggtee ctectgecce
agtaccgacce gcgagaaagyg aacggeegtg
tggatcggeg gcatctgtag aaagatggga
caccggaaca gaagacctta tctagtagta
aagtttgatt taaaaaaaat tgaaagtatc
tactacaaag tattttttgt aatggagaat
aaaatttcat ataaattagg ttaaacctta
taaaattttt tttctcagac cgagggagta
ggaggacatg tcaacgaggg agacgacgac
atgaaagcga gagaggectt gtatgtteet

DNA length = 1068

Location/Qualifiers

1..1068
mol_type
organism

atggagccca
tceggetgag
tatataagaa
ctgagagect
tagtgtgeeg
gctatceegty
gtcettegee
tacataaccc
atctaaagca
tttggtgttt
ttcettaggt
aacactccta
ggtcaaagtce
caggcgggaa
gagcacacce
gecttaccag
ctgacacgeg
gaccgatcetyg

moltype =

genomic DNA
Zea mays

ttgccagtag ctgctecege tttacgeteg
atcctegeta gtgaccgtta ccttectcta
accacgcect ctegectect aatcctaccce
cgccatcgag tgaggggggyg ggggggagat
catcceccgee tteggagcat ggtctagggg
gecattatcaa gcaggatggg tccteggace
atagatccge ctgcaccgtg gteggaggac
ctataccgtt agctagggtce ccctatccat
tcaaagcgct aacctgaaag ggaaatggtt
gacgactatc acaaaccata tggactaact
gcataaagtt catatacaca ttgtcgggta
aacacgacta gtaaacacct tcaaagcaaa
aaagcttegt ctaccaaggyg acacgatctce
cagtagtcce ggacggattce acgtetegec
tcggctcage caaaggcaag ccttgtegtg
tcgaccgtat tgcatgegea tttaatgetg
tgcctcagtt gacaaggtcg aagtgaccge
acagaaaaat agcaccgce

DNA length = 982

Location/Qualifiers

1..982
mol_type
organism

ttegttgatg
cttcaagect
cttetactgt
agtggceggt
ttcacctega
tcctgaaatce
agagattata
ttttttaaty
tgtgtgttge
aaacttaata
gtttgaatct
aaaggaaact
tttcctttte
tcgaatggge
aatcaatggg
cgaccaccag
tc

moltype =

genomic DNA
Zea mays

aaatatgcaa ctttcatgat ctctgaagtce
ttcacgacat agcaaaaggyg tattgteggt
attaagatag agacctccge ggttaacttt
cctacgggac tggacctgte tgtcaggacce
atttgtaaca cccaaaaatc ataatttttg
taaataagaa tattttctca taaaagattt
tattagaaag tatttccteg taaaacaaaa
aacttttaat gtgactacac attcaaaata
atattgaaaa cattgcctaa ataaataaat
cacaaacctt gcattcatge tggatatttt
aaatctaatt ggaattggaa aatagaaaat
ttacatgcat cgtgggccga gtaacgcagce
tactagtcac tgacacgcga gccccacagt
tctagaagte gctcccaaat ggggecaagg
gatcacaatg aatccttteg taaccgccat
tactttctet attegtgege gectgeccga

DNA length = 1052

Location/Qualifiers

1..1052
mol_type
organism

gggagacatt
tgaagtgaga
tgggtgaaaa
acctgtgggt
ccaattggge
cactagactg
aaacactaca

cgcagggatg

genomic DNA
Zea mays

gggttggegt aactgttcag gacttegggt
aacccggacce cgaacccgaa aaggtgeggg
aacacacccg cgcccgcace cgtegggteg
gaaattgcca tgcctacage tggetgtgge
taaaagccca aaattttcca atgeacgeca
gettttette agtgaaactg aggctgcact
tatgattgga cgtccagcte gtgggegeaa
ctcectette gtatctecat gegtacaaac

60

120
180
240
300
360
420
480
540
600
660
720
780
840
856

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1068

60

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
982

60

120
180
240
300
360
420
480
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tgacacaaca aaaagccatt
gegeccacca atcaccgget
cctaggtate caatcacgeg
accgaggtat agttcaacgg
catcgttgte gtetttgett
tcatacaata caaaactaga
cagctgegat aacataaccg
tcttttttat cctaaatttg
atttttactg tgatatagtt
tttttcacaa aaacatggta

SEQ ID NO: 103
FEATURE
source

SEQUENCE: 103

atgcgagcca gtcaaacttg
gtatacaaac gggagtatat
atcggttegt gtctatcact
taaatggttt ataatttttc
ttagtttaaa ggaatctaaa
tacccgtgta aatattcaat
attcgcaata tcgaatgaag
tgttgtgaca aaacataaat
atattaccat cgatcgacct
taaacttgga attcagaacg
tggcagagee tcctectect
cggaagaatc tgggtgaaga
aacttaatat acgatgacaa
gattggttge at

SEQ ID NO: 104
FEATURE
misc_feature

source

SEQUENCE: 104

gtttaccege caatatatce
aatctgatca tgagcggaga
acaagccgtt ttacgtttgg
ctggtacgat tgtaatacga
aactggaaga gcggttacta
ccggactaac taactagteg
actatgacgyg ttagcttcac
ggacttacce ttaagataac
tggtaccgag ctcgtttaaa
tttgtccace aagatggaac
aagacacgtt catgtcttca
tctggattca gcaggectag
ccgggatage ttgcatgect
atgagcattyg catgtctaag
tgaagtgcag tttatctatc
tctatagtac tacaataata
ggtctaaagg acaattgagt
gcatgtgtte tccttttttt
ttagtacatc catttagggt
tctattttat tctattttag
tatttaataa tttagatata
cctttaagaa attaaaaaaa
cctgttaaac gecegtegacy
cgggccaage gaagcagacg
gttcegetee accegttggac
gcagacgtga gccggcacgg
ggggattecct ttecccaccge
acccecteca caccctettt
agatctccce caaatccacc
ccecececect ctetacctte
tagttctact tctgttcatg
gegttegtac acggatgega
tttectettty gggaatcctyg
attttttttg tttegttgea
cgtgcacttyg tttgtcegggt
ggtctggttg ggcggtegtt
tttattaatt ttggatctgt
gatggatgga aatatcgatc
tatacagaga tgctttttgt

gagttgcatc ggtgcgtgca ggctcecgtete cattcataca 540
aagtgcggtc aacggaacgt ggagagcctg gacgcacgcg 600
gagtactgtg tccagccgaa gccttccaca gecggccgagg 660
aacgttgceg tgctcgatee ggcagtgaga ctececggectg 720
cagaactgac aaaacatgga tgtggacctg gcctagaagg 780
attattttag aattgacagt ggcagagtat taggaatcat 840
acagttaata ctccatccat ttcaatttat aattcactta 900
ataggttcgt cttattcaaa aaaaattata attatcatta 960

taacatataa tacattttaa gcgtggtttt caatttttta 1020
agaaatacat gc 1052

moltype = DNA length = 792
Location/Qualifiers

1..792

mol type = genomic DNA
organism = Zea mays

ttaagaaaaa tcaaacgaat tagaaattag gacagtggga 60
aaacgactat cactattaat ttagtgttga gtgagcaatt 120
atcactcatg atatgaatca acggtgataa ctgctaagca 180
atatgagatc gaacgaagat atactctata ttgaaattat 240
actttacagt cgataacttc ttaattaatt cgagatggtt 300
atgatttttg aatcatattt gacatgatta acaatgtcaa 360
acaaactcaa cattaaagtt gtgctagtat aatgctcgtg 420
atttgatagt ataacgatta catgaaaatg aacaatagat 480
taatatctga caaattattt gtcaacaacc aatacaaaac 540
cctectecte teccttaget gttcagtcac gcatcacggg 600
atccagggaa ggtcgatgtt ctttatggtg gtgcggactg 660
aggtggagac gagaaagaga tgagaagtta gagggttaat 720
gagcgatgaa gaggaggatg aagcgcttat ggtggtgcat 780
792

moltype = DNA length = 15574
Location/Qualifiers

1..15574

note = synthetic construct; plasmid PHP44285
1..15574

mol_type = other DNA

organism = synthetic construct

tgtcaaacac tgatagttta aactgaaggc gggaaacgac 60
attaagggag tcacgttatg acccccgecg atgacgeggg 120
aactgacaga accgcaacgt tgaaggagcc actcagcaag 180
ctcactatag ggcgaattga gcgctgttta aacgctcette 240
ccggctggat ggcggggcect tgatcgtgca ccgecggegt 300
agctagttac cctatgaggt gacatgaagc gctcacggtt 360
gactgttggt ggcagtagcg tacgacttag ctatagttcce 420
ttcgtatage atacattata cgaagttatg ggcccaccgg 480
cgctcttcaa ctggaagagce ggttaccaga gctggtcacce 540
tggcgcgect cattaattaa gtcagcggcece gctctagttg 600
tcgtaagaag acactcagta gtcttcecggcece agaatggcca 660
aaggccattt aaatcctgag gatctggtct tcctaaggac 720
gcagtgcagce gtgacccggt cgtgccecte tctagagata 780
ttataaaaaa ttaccacata ttttttttgt cacacttgtt 840
tttatacata tatttaaact ttactctacg aataatataa 900
tcagtgtttt agagaatcat ataaatgaac agttagacat 960

attttgacaa caggactcta cagttttatc tttttagtgt 1020
ttgcaaatag cttcacctat ataatacttc atccatttta 1080
ttagggttaa tggtttttat agactaattt ttttagtaca 1140
cctctaaatt aagaaaacta aaactctatt ttagtttttt 1200
aaatagaata aaataaagtyg actaaaaatt aaacaaatac 1260
ctaaggaaac atttttcttg tttcgagtag ataatgccag 1320
agtctaacgg acaccaacca gcgaaccagc agcgtcgegt 1380
gcacggcatce tcectgtcegetg cctetggace cctctegaga 1440
ttgctceget gtcggcatee agaaattgcg tggceggageg 1500
caggcggcect cctcectecte tcacggcacce ggcagctacg 1560
tcettegett teccttecte geccgecgta ataaatagac 1620
cceccaaccte gtgttgtteg gagcgcacac acacacaacc 1680
cgteggecacce tccgcttcaa ggtacgcecgce tcecgtectece 1740
tctagatcgg cgttceggte catgcatggt tagggcccecgg 1800
tttgtgttag atccgtgttt gtgttagatc cgtgctgcta 1860
cctgtacgtce agacacgttce tgattgctaa cttgccagtg 1920
ggatggctet agcecgtteccg cagacgggat cgatttcatg 1980
tagggtttgg tttgcccttt tectttattt caatatatge 2040
catcttttca tgcttttttt tgtcttggtt gtgatgatgt 2100
ctagatcgga gtagaattct gtttcaaact acctggtgga 2160
atgtgtgtgce catacatatt catagttacg aattgaagat 2220
taggataggt atacatgttg atgcgggttt tactgatgca 2280
tcgettggtt gtgatgatgt ggtgtggttg ggeggtcegtt 2340
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cattcgttct agatcggagt agaatactgt ttcaaactac ctggtgtatt tattaatttt 2400
ggaactgtat gtgtgtgtca tacatcttca tagttacgag tttaagatgg atggaaatat 2460
cgatctagga taggtataca tgttgatgtg ggttttactg atgcatatac atgatggcat 2520
atgcagcatc tattcatatg ctctaacctt gagtacctat ctattataat aaacaagtat 2580
gttttataat tattttgatc ttgatatact tggatgatgg catatgcagc agctatatgt 2640
ggattttttt agccctgcect tcatacgcta tttatttget tggtactgtt tettttgteg 2700
atgctcacce tgttgtttgg tgttacttct gcaggtcgac tctagaggat ccatggcacce 2760
gaagaagaag cgcaaggtgc atatgaacac caagtacaac aaggagttcc tgctctacct 2820
ggceggette gtggacggeg acggcetccat catcgegcag atcaagcecga accagtccta 2880
caagttcaag caccagctca tgctgacctt caccgtgacce cagaagacgce agaggcgcetyg 2940
gttecctecgac aagcectggtcg acgagatcgg ggtgggctac gtccgcgacce gcgggtceggt 3000
gtccgactac atcctcectcecce agatcaagec cctgcacaac ttectcaccce agctccagee 3060
gttcctcaag ctgaagcaga agcaggcgaa cctcegtcecctg aagatcatcg agcagctcece 3120
cteggecaag gagtcccegg acaagttcect ggaggtgtge acgtgggtcg accagatcge 3180
ggcectcaac gacagcaaga cccgcaagac gaccteggag acggtgeggg cggtectgga 3240
ctecectecca ggatecegtgg gaggtcectatce gccatctcag gcatccageg ccgcatcecte 3300
ggcttceccteca agecccecgggtt cagggatctce cgaagcacte agagctggag caactaagtce 3360
caaggaattc ctgctctacc tggccggcett cgtggacgge gacggctcca tcatcgegge 3420
gatcaagccg aaccagtcct acaagttcaa gcaccagcte tccctgacct tcaccgtgac 3480
ccagaagacg cagaggcgct ggttcctega caagetggte gacgagatceyg gggtgggcta 3540
cgteegegac caggggtegg tgtcccacta ccagetctee cagatcaage ccctgcacaa 3600
cttecctecace cagctccage cgttectcaa gctgaagcag aagcaggcga acctegtect 3660
gaagatcatc gagcagctce ccteggcecaa ggagtccceg gacaagttcecce tggaggtgtg 3720
cacgtgggte gaccagatcg cggccctcaa cgacagcaag acccgcaaga cgacctcgga 3780
gacggtgcgg gcggttctag actcecctcag cgagaagaag aagtcgtccce cctgaggtac 3840
cacatggtta acctagactt gtccatcttc tggattggce aacttaatta atgtatgaaa 3900
taaaaggatg cacacatagt gacatgctaa tcactataat gtgggcatca aagttgtgtg 3960
ttatgtgtaa ttactagtta tctgaataaa agagaaagag atcatccata tttcttatcc 4020
taaatgaatg tcacgtgtct ttataattct ttgatgaacc agatgcattt cattaaccaa 4080
atccatatac atataaatat taatcatata taattaatat caattgggtt agcaaaacaa 4140
atctagtcta ggtgtgtttt gcgaatgcgg ccatcggacce gattaaactt taattcecggte 4200
cgataacttc gtatagcata cattatacga agttatacct ggtggcgtca ctttccccece 4260
tatttttcte cctatttttt catctceccge agcggttcecce cctaaatact cctatatacce 4320
ccaatacaac tataaaatat cattttctat atcaactatc aattttttat ctactaacaa 4380
ttactcgtgg acccacatca caatgtttag ggtgatgaac agtgacacgc tagatctgag 4440
gggagagaga aaagggtcgg cgegtagggg gegetgtagg gggcaceget geggetgtgg 4500
agtgccccct acagecccca tgcaagggga gggggatact gagggggetyg cgttgegtac 4560
agcctgacag gcetctectte gecatttgege gggacagaaa tgacttgccg aggatggaag 4620
cagagagacg gatttggccg agcgcacage agetcgccaa agacggcegte gaagcagcag 4680
tgaccgeggt cgagtgaggg agtcatcctg gattcgeggt ttatcgactce ggcacggggg 4740
caaccatggc gttgaaggta ggcaacatga ggagccatcg attgacaccg gtcttcecggaa 4800
tecggeggate tcegacgatgg tgacaaggag gaggccacga agegtcegteyg agcagagcege 4860
gacaagcaaa tcgagtcggce cacgagcgtg gatttggatce tgacccccaa gtttttgtat 4920
ggatcctatt ccccaatttg tagatcttca atttccttac tttaattttc catagcacaa 4980
acgatgtttg catgcacgat tcggacaatc ttgacttgtt cgtccacggt tggagtttag 5040
ggttggaatg tgtaaaacac gtgataaact gtgtacaact cgagaactag ataattcatt 5100
ttggattgta atatgtgtac ctcatgctat agttttggtt aaatctgacg tgaaagggcg 5160
aattcgeccge tagcectgcag tgcagegtga cccggtegtg cccectectcta gagataatga 5220
gcattgcatg tctaagttat aaaaaattac cacatatttt ttttgtcaca cttgtttgaa 5280
gtgcagttta tctatcttta tacatatatt taaactttac tctacgaata atataatcta 5340
tagtactaca ataatatcag tgttttagag aatcatataa atgaacagtt agacatggtc 5400
taaaggacaa ttgagtattt tgacaacagg actctacagt tttatctttt tagtgtgcat 5460
gtgttctect ttttttttge aaatagcttc acctatataa tacttcatcc attttattag 5520
tacatccatt tagggtttag ggttaatggt ttttatagac taattttttt agtacatcta 5580
ttttattcta ttttagcctc taaattaaga aaactaaaac tctattttag tttttttatt 5640
taataattta gatataaaat agaataaaat aaagtgacta aaaattaaac aaataccctt 5700
taagaaatta aaaaaactaa ggaaacattt ttcttgtttc gagtagataa tgccagcctg 5760
ttaaacgceg tcgacgagtce taacggacac caaccagcga accagcageyg tcegegteggg 5820
ccaagcgaag cagacggcac ggcatctctg tcgectgecte tggacccecte tcgagagtte 5880
cgctcecacceg ttggacttge teccgetgteg gcatccagaa attgegtggce ggagcecggcag 5940
acgtgagceg gcacggcagg cggcectecte ctectcetecac ggcaccggea gctacggggg 6000
attcctttee caccgctect tegetttecee ttectegece geccgtaataa atagacacce 6060
cctccacacce ctcecttteecece aacctegtgt tgttcggage gcacacacac acaaccagat 6120
ctcccececcaaa tcecacccegte ggcaccteceg cttcaaggta cgecgetegt cctecccecece 6180
cceectetet accttceteta gatcggegtt ccecggtcecatg catggttagg geccggtagt 6240
tctacttectg ttcatgtttg tgttagatcc gtgtttgtgt tagatccgtg ctgctagegt 6300
tcgtacacgg atgcgacctg tacgtcagac acgttctgat tgctaacttg ccagtgttte 6360
tctttgggga atcctgggat ggctctagcec gttccgcaga cgggatcgat ttcatgattt 6420
tttttgtttc gttgcatagg gtttggtttg cccttttect ttatttcaat atatgccgtg 6480
cacttgtttg tcgggtcatc ttttcatgct tttttttgte ttggttgtga tgatgtggte 6540
tggttgggcyg gtcgttctag atcggagtag aattctgttt caaactacct ggtggattta 6600
ttaattttgg atctgtatgt gtgtgccata catattcata gttacgaatt gaagatgatg 6660
gatggaaata tcgatctagg ataggtatac atgttgatgc gggttttact gatgcatata 6720
cagagatgct ttttgttcge ttggttgtga tgatgtggtg tggttgggcg gtcgttcatt 6780
cgttctagat cggagtagaa tactgtttca aactacctgg tgtatttatt aattttggaa 6840
ctgtatgtgt gtgtcataca tcttcatagt tacgagttta agatggatgg aaatatcgat 6900
ctaggatagg tatacatgtt gatgtgggtt ttactgatgc atatacatga tggcatatgc 6960
agcatctatt catatgctct aaccttgagt acctatctat tataataaac aagtatgttt 7020
tataattatt ttgatcttga tatacttgga tgatggcata tgcagcagct atatgtggat 7080
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ttttttagce ctgccttcat acgctattta tttgcttggt actgtttcett ttgtcgatge 7140
tcaccectgtt gtttggtgtt acttctgcag gtcgactcta gaggatcaat tcgctagcga 7200
agttcctatt ccgaagttcc tattctctag aaagtatagg aacttcagat ccaccgggat 7260
ccacacgaca ccatgtccce cgagcgecge ceegtcegaga tecgeccgge caccgecgee 7320
gacatggcceg ccgtgtgcga catcgtgaac cactacatceg agacctccac cgtgaactte 7380
cgcaccgage cgcagacccce gcaggagtgg atcgacgace tggagcgect ccaggaccge 7440
taccegtgge tcegtggecga ggtggaggge gtggtggecyg gcatcgecta cgcecggeccg 7500
tggaaggcce gcaacgecta cgactggacce gtggagtceca cegtgtacgt gtcccaccge 7560
caccagcgee tcggectegg ctcecaccecte tacacccace tcectcaagag catggaggee 7620
cagggcttca agtcecgtggt ggccgtgatc ggcctceccga acgacccegte cgtgegecte 7680
cacgaggcce tcggctacac cgcccgegge accctecgeg cegecggceta caagcacgge 7740
ggctggcacyg acgteggett ctggcagege gacttegage tgccggeccce gecgegeceg 7800
gtgcgccecegyg tgacgcagat ctgagtcgaa acctagactt gtccatcttce tggattggece 7860
aacttaatta atgtatgaaa taaaaggatg cacacatagt gacatgctaa tcactataat 7920
gtgggcatca aagttgtgtg ttatgtgtaa ttactagtta tctgaataaa agagaaagag 7980
atcatccata tttcttatcc taaatgaatg tcacgtgtct ttataattct ttgatgaacc 8040
agatgcattt cattaaccaa atccatatac atataaatat taatcatata taattaatat 8100
caattgggtt agcaaaacaa atctagtcta ggtgtgtttt gcgaatgcgg ccctagcgta 8160
tacgaagttc ctattccgaa gttcecctatte tccagaaagt ataggaactt ctgtacacct 8220
gagctgattc cgatgacttce gtaggttcct agctcaagec gctegtgtcce aagcegtcact 8280
tacgattagc taatgattac ggcatctagg accgactagc taactaacta gtacaattcg 8340
ccettgtgaa tetgtttgga attgaaaaac aagtgcttcee ttttatacac cactatgtceg 8400
cttcaatgtt tgcgaaccaa ggtaaagaaa tgtaaaatct tacaatttcc gtgcatccga 8460
cataaatctg tggtcacata gctattgtta aacggttgca aatcctaagg aggaccatta 8520
ttgtgcaaca actacatatg gtagaagcgc ttgttttgat gtgtgcacat tttgttgcta 8580
aaaggatcac gatgcccaag aggggggdtga attgggcttt tctaaaaatc aacactaatt 8640
aaaacctaag caagagccca acttcacccece gacaactage aataagagaa tatgaaaggg 8700
aaataggatc aaaccttttc ctaaatgatt ttggtggttg aattgcccaa cacaaataat 8760
tggactaact agtttgctct agatcataca ttctacaggt gccaaaggtt caacacaaac 8820
caatcaaaag aacaagttag gcttcaaaag aaaggagcaa aaaggaaacc gaagtgtgcce 8880
tggtctggeg caccgggctyg tecggtgtge caccagacag tgtceccggtge accagggtga 8940
atcagctcaa gctcectcaac ttecgggttte ccagacgcag ctccactata attcattgga 9000
ctgtceggtyg cacccgcaga gcaacggcta cttgcgcgca acggtcgact ctgcaaagtg 9060
aacagtgcaa ttcagaagtc agagcagatg gtcagagggg caccggattg tccggtgtag 9120
caccggactg tccggtgccg catgaggaca aagcectccaa cggtcgacca gctccaagee 9180
ctaactacaa gatgacgtgg cggcgcaccg gacactgtce ggtggtgcac cggactgtte 9240
ggtgcgceca tcgccagtag ccttectecaa cggctacaat ttggttggtg gctataaata 9300
ccaccccaac cggccacttt aaggtgtggg agcccaagca acattccaag tcatatagtt 9360
gacatattca agccatccca accaccgtag aattaattca ttccgattaa tcgtggecte 9420
ttgctcttca ggatgaagag ctatgtttaa acgtgcaagce gctactagac aattcagtac 9480
attaaaaacg tccgcaatgt gttattaagt tgtctaagcg tcaatttgtt tacaccacaa 9540
tatatcctge caccagccag ccaacagetce cecgaccgge agcetcggcac aaaatcacca 9600
ctecgatacag gcageccatce agtccgggac ggegtcageg ggagagcecegt tgtaaggcegg 9660
cagactttgc tcatgttacc gatgctattc ggaagaacgg caactaagct gccgggtttg 9720
aaacacggat gatctcgcgg agggtagcat gttgattgta acgatgacag agcgttgctg 9780
cctgtgatca aatatcatct ccctcecgcaga gatccgaatt atcagecttce ttattcattt 9840
ctecgcttaac cgtgacaggce tgtcgatctt gagaactatg ccgacataat aggaaatcge 9900
tggataaagc cgctgaggaa gctgagtggc gctatttcectt tagaagtgaa cgttgacgat 9960
cgtcgaccgt accccgatga attaattcgg acgtacgtte tgaacacagce tggatactta 10020
cttgggcgat tgtcatacat gacatcaaca atgtaccecgt ttgtgtaacc gtctecttgga 10080
ggttcgtatg acactagtgg ttcccctcag cttgcgacta gatgttgagg cctaacattt 10140
tattagagag caggctagtt gcttagatac atgatcttca ggccgttatc tgtcagggca 10200
agcgaaaatt ggccatttat gacgaccaat gccccgcaga agctcccatce tttgeccgecca 10260
tagacgccge gecceccecttt tggggtgtag aacatccttt tgccagatgt ggaaaagaag 10320
ttegttgtee cattgttgge aatgacgtag tagccggcga aagtgcgaga cccatttgeg 10380
ctatatataa gcctacgatt tccgttgcga ctattgtegt aattggatga actattatcg 10440
tagttgctct cagagttgtc gtaatttgat ggactattgt cgtaattgct tatggagttg 10500
tcgtagttge ttggagaaat gtcgtagttg gatggggagt agtcataggg aagacgagct 10560
tcatccacta aaacaattgg caggtcagca agtgcctgce ccgatgccat cgcaagtacg 10620
aggcttagaa ccaccttcaa cagatcgcge atagtcttcece ccagectctet aacgettgag 10680
ttaagccgeg ccgcgaageg gegtceggcett gaacgaattg ttagacatta tttgeccgact 10740
accttggtga tctcgecttt cacgtagtga acaaattcectt ccaactgatc tgcgegecgag 10800
gccaagcgat cttettgtce aagataagcec tgcctagcett caagtatgac gggctgatac 10860
tgggceggca ggcgctcecat tgcccagtceg gcagcgacat cctteggege gattttgeceg 10920
gttactgcge tgtaccaaat gcgggacaac gtaagcacta catttcgectc atcgeccagece 10980
cagtcgggcg gcgagttcca tagcgttaag gtttcattta gcgectcaaa tagatcctgt 11040
tcaggaaccg gatcaaagag ttcctecgec gctggaccta ccaaggcaac gctatgttet 11100
cttgcttttg tcagcaagat agccagatca atgtcgatcg tggctggctce gaagatacct 11160
gcaagaatgt cattgcgctg ccattctcca aattgcagtt cgcgcttagce tggataacge 11220
cacggaatga tgtcgtcgtg cacaacaatg gtgacttcta cagcgcggag aatctegecte 11280
tctccagggg aagccgaagt ttccaaaagg tcgttgatca aagctecgcecg cgttgtttca 11340
tcaagcctta cagtcaccgt aaccagcaaa tcaatatcac tgtgtggctt caggccgcca 11400
tccactgegg agccgtacaa atgtacggcece agcaacgtcg gttcecgagatg gegctegatg 11460
acgccaacta cctctgatag ttgagtcgat acttcggcga tcaccgctte cctcatgatg 11520
tttaactcct gaattaagec gegccgcgaa gcggtgtegg cttgaatgaa ttgttaggeg 11580
tcatcctgtg ctcececcgagaa ccagtaccag tacatcgetg tttegttcecga gacttgaggt 11640
ctagttttat acgtgaacag gtcaatgccg ccgagagtaa agccacattt tgcgtacaaa 11700
ttgcaggcag gtacattgtt cgtttgtgtc tctaatcgta tgccaaggag ctgtcetgett 11760
agtgcccact ttttcgcaaa ttcgatgaga ctgtgcgecga ctectttgece teggtgegtg 11820
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tgcgacacaa caatgtgttc gatagaggct agatcgttce atgttgagtt gagttcaatc 11880
ttcccgacaa getcettggte gatgaatgcg ccatagcaag cagagtcttce atcagagtca 11940
tcatccgaga tgtaatcctt ccggtagggg ctcacactte tggtagatag ttcaaagecct 12000
tggtcggata ggtgcacatc gaacacttca cgaacaatga aatggttctc agcatccaat 12060
gtttccgeca cctgctcagg gatcaccgaa atcttcatat gacgcctaac gcecctggcaca 12120
gcggatcgeca aacctggcge ggcettttgge acaaaaggceg tgacaggttt gcgaatccegt 12180
tgctgccact tgttaaccct tttgccagat ttggtaacta taatttatgt tagaggcgaa 12240
gtcttgggta aaaactggcce taaaattgct ggggatttca ggaaagtaaa catcaccttce 12300
cggctcgatg tctattgtag atatatgtag tgtatctact tgatcggggg atctgetgee 12360
tcgegegttt cggtgatgac ggtgaaaacc tctgacacat gcagctcccg gagacggtca 12420
cagcttgtcect gtaagcggat gcecgggagca gacaagcccg tcagggcgceg tcagegggtg 12480
ttggcgggtyg tcggggcgca gcecatgacce agtcacgtag cgatagcgga gtgtatactg 12540
gcttaactat gcggcatcag agcagattgt actgagagtg caccatatgc ggtgtgaaat 12600
accgcacaga tgcgtaagga gaaaataccg catcaggcgce tcttececgett cctcecgetcac 12660
tgactcgectg cgcteggteg tteggetgeg gcgagcggta tcagctcact caaaggcggt 12720
aatacggtta tccacagaat caggggataa cgcaggaaag aacatgtgag caaaaggcca 12780
gcaaaaggcc aggaaccgta aaaaggccgce gttgetggeg tttttcecata ggcectccgece 12840
ccetgacgag catcacaaaa atcgacgctce aagtcagagg tggcgaaacc cgacaggact 12900
ataaagatac caggcgtttc cccctggaag ctcectegtg cgctectectg tteccgaccet 12960
gccgettace ggatacctgt ccgectttet cectteggga agegtggege tttetcatag 13020
ctcacgcetgt aggtatctca gttcggtgta ggtecgttege tccaagcetgg getgtgtgceca 13080
cgaacceccce gttcagceceg accgetgege cttatcecggt aactatcecgte ttgagtccaa 13140
cceggtaaga cacgacttat cgccactggce agcagccact ggtaacagga ttagcagage 13200
gaggtatgta ggcggtgcta cagagttctt gaagtggtgg cctaactacg gctacactag 13260
aaggacagta tttggtatct gecgctcectgct gaagccagtt accttcggaa aaagagttgg 13320
tagctcttga tccggcaaac aaaccaccgce tggtagecggt ggtttttttg tttgcaagca 13380
gcagattacg cgcagaaaaa aaggatctca agaagatcct ttgatctttt ctacggggtce 13440
tgacgctcag tggaacgaaa actcacgtta agggattttg gtcatgagat tatcaaaaag 13500
gatcttcacc tagatccttt taaattaaaa atgaagtttt aaatcaatct aaagtatata 13560
tgagtaaact tggtctgaca gttaccaatg cttaatcagt gaggcaccta tctcagcgat 13620
ctgtctattt cgttcatcca tagttgecctg actcccegte gtgtagataa ctacgatacg 13680
ggagggctta ccatctggce ccagtgctgce aatgataccg cgagacccac gctcaccgge 13740
tccagattta tcagcaataa accagccagce cggaagggcce gagcgcagaa gtggtectge 13800
aactttatcc gectceccatcece agtctattaa ttgttgcecgg gaagctagag taagtagttce 13860
gccagttaat agtttgcgca acgttgttge cattgectgca gggggggggy ggggggggga 13920
cttccattgt tcattccacg gacaaaaaca gagaaaggaa acgacagagg ccaaaaagcc 13980
tcgctttcag cacctgtegt ttectttett ttcagagggt attttaaata aaaacattaa 14040
gttatgacga agaagaacgg aaacgcctta aaccggaaaa ttttcataaa tagcgaaaac 14100
ccgcgaggte gecgeccegt aacctgtcegg atcaccggaa aggacccgta aagtgataat 14160
gattatcatc tacatatcac aacgtgcgtg gaggccatca aaccacgtca aataatcaat 14220
tatgacgcag gtatcgtatt aattgatctg catcaactta acgtaaaaac aacttcagac 14280
aatacaaatc agcgacactg aatacggggc aacctcatgt cccccecccece ceccceeccctg 14340
caggcatcgt ggtgtcacge tegtegtttg gtatggette attcagctecce ggtteccaac 14400
gatcaaggcg agttacatga tcccccatgt tgtgcaaaaa agcggttagce tcecctteggte 14460
ctccgategt tgtcagaagt aagttggccg cagtgttatce actcatggtt atggcagcac 14520
tgcataattc tcttactgtc atgccatccg taagatgcectt ttcectgtgact ggtgagtact 14580
caaccaagtc attctgagaa tagtgtatgc ggcgaccgag ttgctcttge ccggegtcaa 14640
cacgggataa taccgcgcca catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt 14700
cttcggggcyg aaaactctca aggatcttac cgctgttgag atccagttcg atgtaaccca 14760
ctcgtgcacce caactgatct tcagcatctt ttactttcac cagegtttcet gggtgagcaa 14820
aaacaggaag gcaaaatgcc gcaaaaaagg gaataagggc gacacggaaa tgttgaatac 14880
tcatactctt cctttttcaa tattattgaa gcatttatca gggttattgt ctcatgageg 14940
gatacatatt tgaatgtatt tagaaaaata aacaaatagg ggttccgcgc acatttccce 15000
gaaaagtgcc acctgacgtc taagaaacca ttattatcat gacattaacc tataaaaata 15060
ggcgtatcac gaggcceccttt cgtcettcaag aattggtcga cgatcttget gegtteggat 15120
attttcegtgg agttcccgec acagacccgg attgaaggcg agatccagca actcgegcecca 15180
gatcatcectg tgacggaact ttggcgcegtg atgactggec aggacgtcgg ccgaaagagce 15240
gacaagcaga tcacgctttt cgacagcgtc ggatttgcga tcgaggattt ttceggegetg 15300
cgctacgtce gecgaccgegt tgagggatca agccacagca gcccactcga ccttetagee 15360
gacccagacg agccaaggga tctttttgga atgctgctec gtecgtcagge tttecgacgt 15420
ttgggtggtt gaacagaagt cattatcgta cggaatgcca agcactcccg aggggaaccce 15480
tgtggttgge atgcacatac aaatggacga acggataaac cttttcacgc ccttttaaat 15540
atccgttatt ctaataaacg ctcttttcte ttag 15574
SEQ ID NO: 105 moltype = DNA length = 15585
FEATURE Location/Qualifiers
misc_feature 1..15585

note = synthetic construct; plasmid PHP44779
source 1..15585

mol_type = other DNA

organism = synthetic construct
SEQUENCE: 105
gtttaccege caatatatce tgtcaaacac tgatagttta aactgaaggc gggaaacgac 60
aatctgatca tgagcggaga attaagggag tcacgttatg acccccgecyg atgacgeggg 120
acaagccgtt ttacgtttgg aactgacaga accgcaacgt tgaaggagcec actcagcaag 180
ctggtacgat tgtaatacga ctcactatag ggcgaattga gegetgttta aacgctctte 240
aactggaaga gcggttacta ccggctggat ggeggggect tgategtgca ccgecggegt 300
ccggactaac taactagtcg agctagttac cctatgaggt gacatgaage gctcacggtt 360
actatgacgg ttagcttcac gactgttggt ggcagtageg tacgacttag ctatagttce 420
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ggacttacce ttaagataac ttcgtatagc atacattata cgaagttatg ggcccaccgg 480
tggtaccgag ctcgtttaaa cgctcttcaa ctggaagage ggttaccaga gctggtcace 540
tttgtccace aagatggaac tggcgcgect cattaattaa gtcagceggece gctctagttg 600
aagacacgtt catgtcttca tcgtaagaag acactcagta gtcttceggec agaatggcca 660
tctggattca gcaggectag aaggccattt aaatcctgag gatctggtet tcctaaggac 720
ccgggatate ggaccgaage ttgcatgect geagtgcage gtgaccceggt cgtgecccte 780
tctagagata atgagcattg catgtctaag ttataaaaaa ttaccacata ttttttttgt 840
cacacttgtt tgaagtgcag tttatctatc tttatacata tatttaaact ttactctacg 900
aataatataa tctatagtac tacaataata tcagtgtttt agagaatcat ataaatgaac 960
agttagacat ggtctaaagg acaattgagt attttgacaa caggactcta cagttttatc 1020
tttttagtgt gcatgtgttc teccttttttt ttgcaaatag cttcacctat ataatacttce 1080
atccatttta ttagtacatc catttagggt ttagggttaa tggtttttat agactaattt 1140
ttttagtaca tctattttat tctattttag cctctaaatt aagaaaacta aaactctatt 1200
ttagtttttt tatttaataa tttagatata aaatagaata aaataaagtg actaaaaatt 1260
aaacaaatac cctttaagaa attaaaaaaa ctaaggaaac atttttcttg tttcgagtag 1320
ataatgccag cctgttaaac gccgtcgacg agtctaacgg acaccaacca gcgaaccage 1380
agcgtegegt cgggecaage gaagcagacg gceacggcate tcetgtegetyg cctcectggace 1440
cctectegaga gtteecgctece accgttggac ttgctceget gtcecggcatce agaaattgeg 1500
tggcggageg gcagacgtga geccggcacgg caggceggect cctectecte tcacggcace 1560
ggcagctacg ggggattcct ttecccaccge tecttegett teccttecte geecegecgta 1620
ataaatagac accccctecca caccctettt ccccaaccte gtgttgtteg gagcgcacac 1680
acacacaacc agatctcccce caaatccacce cgtcggcace tcecgettcaa ggtacgecge 1740
tcgtectece cecccecccect ctectacctte tctagategg cgtteccggte catgcatggt 1800
tagggcccgg tagttctact tetgttcatg tttgtgttag atcegtgttt gtgttagatce 1860
cgtgctgecta gegttcecgtac acggatgcga cctgtacgte agacacgttce tgattgctaa 1920
cttgccagtg tttctcectttyg gggaatcctg ggatggectcect agecgttecg cagacgggat 1980
cgatttcatg attttttttg tttcgttgca tagggtttgg tttgcccttt tectttattt 2040
caatatatgc cgtgcacttg tttgtcecgggt catcttttca tgettttttt tgtcttggtt 2100
gtgatgatgt ggtctggttg ggcggtcegtt ctagatcgga gtagaattct gtttcaaact 2160
acctggtgga tttattaatt ttggatctgt atgtgtgtge catacatatt catagttacg 2220
aattgaagat gatggatgga aatatcgatc taggataggt atacatgttg atgcgggttt 2280
tactgatgca tatacagaga tgctttttgt tcgecttggtt gtgatgatgt ggtgtggttg 2340
ggcggtcecgtt cattcecgttct agatcggagt agaatactgt ttcaaactac ctggtgtatt 2400
tattaatttt ggaactgtat gtgtgtgtca tacatcttca tagttacgag tttaagatgg 2460
atggaaatat cgatctagga taggtataca tgttgatgtg ggttttactg atgcatatac 2520
atgatggcat atgcagcatc tattcatatg ctctaacctt gagtacctat ctattataat 2580
aaacaagtat gttttataat tattttgatc ttgatatact tggatgatgg catatgcagc 2640
agctatatgt ggattttttt agccctgect tcatacgcta tttatttget tggtactgtt 2700
tcttttgteg atgctcacce tgttgtttgg tgttacttct gcaggtcgac tctagaggat 2760
ccatggcace gaagaagaag cgcaaggtgce atatgaacac caagtacaac aaggagttce 2820
tgctctacct ggccggctte gtggacggceg acggctccat catcgegcag atcaagccga 2880
accagtceccta caagttcaag caccagctca tgctgacctt caccgtgacc cagaagacgce 2940
agaggcgetg gttectegac aagctggtceg acgagategyg ggtgggcaag gtccgegace 3000
gcgggteggt gtccgactac atcctctececce agatcaagec cctgcacaac ttectcacce 3060
agctccagece gttcectcaag ctgaagcaga agcaggcgaa cctcegtcectg aagatcatceg 3120
agcagctccce ctcecggccaag gagtcecccgg acaagttect ggaggtgtge acgtgggtceg 3180
accagatcge ggccctcaac gacagcaaga ccecgcaagac gaccteggag acggtgceggg 3240
cggtcetgga ctcececteecca ggatcecegtgg gaggtctate gceccatctcag gcatccageg 3300
ccgcatecte ggcttectca ageccecgggtt cagggatcte cgaagcactce agagectggag 3360
caactaagtc caaggaattc ctgctctacc tggccggcett cgtggacggce gacggctcca 3420
tcatcgegge gatcaagccg aaccagtcect acaagttcaa gcaccagctce tccctgacct 3480
tcaccgtgac ccagaagacg cagaggcget ggttectega caagetggte gacgagatcg 3540
gggtgggcta cgtccgcgac caggggtcegg tgtcccacta ccagctctcecce cagatcaage 3600
cccetgeacaa cttectcace cagctcecage cgttectcaa gcetgaagcag aagcaggcga 3660
acctcgtect gaagatcatc gagcagctcce cctecggccaa ggagtccceccg gacaagttcee 3720
tggaggtgtyg cacgtgggtc gaccagatcg cggccctcaa cgacagcaag acccgcaaga 3780
cgacctegga gacggtgcegg geggttcectag actccctecag cgagaagaag aagtcgtcce 3840
cctgaggtac cacatggtta acctagactt gtccatctte tggattggcc aacttaatta 3900
atgtatgaaa taaaaggatg cacacatagt gacatgctaa tcactataat gtgggcatca 3960
aagttgtgtg ttatgtgtaa ttactagtta tctgaataaa agagaaagag atcatccata 4020
tttcttatce taaatgaatg tcacgtgtct ttataattct ttgatgaacc agatgcattt 4080
cattaaccaa atccatatac atataaatat taatcatata taattaatat caattgggtt 4140
agcaaaacaa atctagtcta ggtgtgtttt gcgaatgcgg ccgccaccgce ggtggagcte 4200
gaattccggt ccgataactt cgtatagcat acattatacg aagttatacc tggtggcegtce 4260
actttceccece ctatttttet cecctattttt tcatctececcg cageggttcece ccctaaatac 4320
tcctatatac cccaatacaa ctataaaata tcattttcta tatcaactat caatttttta 4380
tctactaaca attactcgtg gacccacatc acaatgttta gggtgatgaa cagtgacacg 4440
ctagatctga ggggagagag aaaagggtcg gegegtaggyg ggcgetgtag ggggcaccge 4500
tgeggetgtyg gagtgeccce tacagecccee atgcaagggyg agggggatac tgaggggget 4560
gcgttgegta cagectgaca ggctctectt cgcatttgeg cgggacagaa atgacttgcce 4620
gaggatggaa gcagagagac ggatttggcc gagcgcacag cagctcegeca aagacggegt 4680
cgaagcagca gtgaccgcgg tcgagtgagg gagtcatcct ggattcgegg tttatcgact 4740
cggcacgggg gcaaccatgg cgttgaaggt aggcaacatyg aggagccatc gattgacacc 4800
ggtcttcgga atcggcggat ctegacgatg gtgacaagga ggaggccacg aagcegtcegte 4860
gagcagagceyg cgacaagcaa atcgagtcgg ccacgagcegt ggatttggat ctgaccccca 4920
agtttttgta tggatcctat tccccaattt gtagatctte aatttcctta ctttaatttt 4980
ccatagcaca aacgatgttt gcatgcacga ttcggacaat cttgacttgt tcgtccacgg 5040
ttggagttta gggttggaat gtgtaaaaca cgtgataaac tgtgtacaac tcgagaacta 5100
gataattcat tttggattgt aatatgtgta cctcatgcta tagttttggt taaatctgac 5160
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gtgaaagggc gaattcgccg ctagcctgca gtgcagegtg accecggtegt gceccectcetet 5220
agagataatg agcattgcat gtctaagtta taaaaaatta ccacatattt tttttgtcac 5280
acttgtttga agtgcagttt atctatcttt atacatatat ttaaacttta ctctacgaat 5340
aatataatct atagtactac aataatatca gtgttttaga gaatcatata aatgaacagt 5400
tagacatggt ctaaaggaca attgagtatt ttgacaacag gactctacag ttttatcttt 5460
ttagtgtgca tgtgttctecc tttttttttg caaatagctt cacctatata atacttcatce 5520
cattttatta gtacatccat ttagggttta gggttaatgg tttttataga ctaatttttt 5580
tagtacatct attttattct attttagcct ctaaattaag aaaactaaaa ctctatttta 5640
gtttttttat ttaataattt agatataaaa tagaataaaa taaagtgact aaaaattaaa 5700
caaataccct ttaagaaatt aaaaaaacta aggaaacatt tttcecttgttt cgagtagata 5760
atgccagect gttaaacgcce gtcgacgagt ctaacggaca ccaaccagceyg aaccagcage 5820
gtcgegtegyg gccaagcgaa gcagacggca cggcatctet gtegetgect ctggacccect 5880
ctcgagagtt ccgctccacce gttggacttg ctececgctgte ggcatccaga aattgegtgg 5940
cggageggca gacgtgagcece ggcacggceag geggectect cctectcetceca cggcaccgge 6000
agctacgggg gattccttte ccaccgectcece ttecgetttee cttectegee cgeccgtaata 6060
aatagacacc ccctceccacac cctctttece caacctegtg ttgttecggag cgcacacaca 6120
cacaaccaga tctcccccaa atccaccegt cggcacctee gettcaaggt acgecgetceg 6180
tceteecccee ceccectete taccttetet agatcggegt teccggtcecat gcatggttag 6240
ggcceggtag ttcectacttcet gttcatgttt gtgttagate cgtgtttgtg ttagatccegt 6300
gctgctageg ttegtacacg gatgcgacct gtacgtcaga cacgttctga ttgctaactt 6360
gccagtgttt ctetttgggg aatcctggga tggctctage cgttceccecgcag acgggatcga 6420
tttcatgatt ttttttgttt cgttgcatag ggtttggttt gcccttttece tttatttcaa 6480
tatatgccgt gcacttgttt gtcgggtcat cttttcatge ttttttttgt cttggttgtg 6540
atgatgtggt ctggttgggc ggtcgttcta gatcggagta gaattctgtt tcaaactacc 6600
tggtggattt attaattttg gatctgtatg tgtgtgccat acatattcat agttacgaat 6660
tgaagatgat ggatggaaat atcgatctag gataggtata catgttgatg cgggttttac 6720
tgatgcatat acagagatgc tttttgttcg cttggttgtg atgatgtggt gtggttggge 6780
ggtcgttcat tcgttctaga tcggagtaga atactgtttc aaactacctg gtgtatttat 6840
taattttgga actgtatgtg tgtgtcatac atcttcatag ttacgagttt aagatggatg 6900
gaaatatcga tctaggatag gtatacatgt tgatgtgggt tttactgatg catatacatg 6960
atggcatatg cagcatctat tcatatgctc taaccttgag tacctatcta ttataataaa 7020
caagtatgtt ttataattat tttgatcttg atatacttgg atgatggcat atgcagcagc 7080
tatatgtgga tttttttagc cctgccttca tacgctattt atttgettgg tactgtttet 7140
tttgtcgatg ctcaccctgt tgtttggtgt tacttctgca ggtcgactct agaggatcaa 7200
ttecgctageg aagttcectat tccgaagtte ctattctcecta gaaagtatag gaacttcaga 7260
tccaccggga tccacacgac accatgtcecce cegagegecg ccecegtcegag atcegeccgg 7320
ccaccgecge cgacatggcece gecgtgtgeg acatcgtgaa ccactacatce gagacctcca 7380
cegtgaactt ccgcaccgag ccgcagaccee cgcaggagtyg gatcgacgac ctggagegece 7440
tccaggaccg ctacccegtgg ctegtggecg aggtggaggg cgtggtggcce ggcatcgect 7500
acgceggece gtggaaggcce cgcaacgect acgactggac cgtggagtcece accgtgtacg 7560
tgtceccaceg ccaccagege cteggecteg getccacect ctacacccac ctcectcaaga 7620
gcatggaggc ccagggctte aagtcecgtgg tggccgtgat cggectcccg aacgacccegt 7680
cegtgegect ccacgaggcece ctecggctaca cegeccegegyg caccctecege gecgecgget 7740
acaagcacgg cggctggcac gacgtcegget tetggcageg cgacttcegag ctgecggcece 7800
cgeccgegece ggtgegceceg gtgacgcaga tctgagtcga aacctagact tgtccatctt 7860
ctggattggce caacttaatt aatgtatgaa ataaaaggat gcacacatag tgacatgcta 7920
atcactataa tgtgggcatc aaagttgtgt gttatgtgta attactagtt atctgaataa 7980
aagagaaaga gatcatccat atttcttatc ctaaatgaat gtcacgtgtc tttataattc 8040
tttgatgaac cagatgcatt tcattaacca aatccatata catataaata ttaatcatat 8100
ataattaata tcaattgggt tagcaaaaca aatctagtct aggtgtgttt tgcgaatgcg 8160
gccecctagegt atacgaagtt cctattceccga agttectatt ctccagaaag tataggaact 8220
tctgtacacce tgagctgatt ccgatgactt cgtaggttce tagctcaage cgctegtgte 8280
caagcgtcac ttacgattag ctaatgatta cggcatctag gaccgactag ctaactaact 8340
agtacaattc gcccttgtga atctgtttgg aattgaaaaa caagtgcttc cttttataca 8400
ccactatgtc gcttcaatgt ttgcgaacca aggtaaagaa atgtaaaatc ttacaatttc 8460
cgtgcatcecg acataaatct gtggtcacat agctattgtt aaacggttgc aaatcctaag 8520
gaggaccatt attgtgcaac aactacatat ggtagaagcg cttgttttga tgtgtgcaca 8580
ttttgttgct aaaaggatca cgatgcccaa gaggggggtg aattgggctt ttctaaaaat 8640
caacactaat taaaacctaa gcaagagccce aacttcacce cgacaactag caataagaga 8700
atatgaaagg gaaataggat caaacctttt cctaaatgat tttggtggtt gaattgccca 8760
acacaaataa ttggactaac tagtttgctc tagatcatac attctacagg tgccaaaggt 8820
tcaacacaaa ccaatcaaaa gaacaagtta ggcttcaaaa gaaaggagca aaaaggaaac 8880
cgaagtgtgce ctggtctggce gcaccgggct gtceggtgtg ccaccagaca gtgtceceggtg 8940
caccagggtg aatcagctca agctcctcaa cttegggttt cccagacgca gctccactat 9000
aattcattgg actgtccggt gcacccgcag agcaacggct acttgegcege aacggtcgac 9060
tctgcaaagt gaacagtgca attcagaagt cagagcagat ggtcagaggg gcaccggatt 9120
gteecggtgta gcaccggact gtceggtgcece gcatgaggac aaagcctceca acggtcgace 9180
agctccaage cctaactaca agatgacgtg geggegcace ggacactgte cggtggtgca 9240
ccggactgtt cggtgcgeccc atcgccagta gcecttctceca acggctacaa tttggttggt 9300
ggctataaat accaccccaa ccggccactt taaggtgtgg gagcccaagc aacattccaa 9360
gtcatatagt tgacatattc aagccatccc aaccaccgta gaattaattc attccgatta 9420
atcgtggect cttgctctte aggatgaaga gctatgttta aacgtgcaag cgctactaga 9480
caattcagta cattaaaaac gtccgcaatg tgttattaag ttgtctaagce gtcaatttgt 9540
ttacaccaca atatatcctg ccaccagceca gecaacaget ccccgaccegyg cagctcggca 9600
caaaatcacc actcgataca ggcagcccat cagtccggga cggegtcage gggagagccg 9660
ttgtaaggcg gcagactttg ctcatgttac cgatgctatt cggaagaacg gcaactaagce 9720
tgccgggttt gaaacacgga tgatctcgcecg gagggtagca tgttgattgt aacgatgaca 9780
gagcgttget gectgtgate aaatatcatc tccctegcag agatccgaat tatcagectt 9840
cttattcatt tctcgcttaa ccgtgacagg ctgtcgatct tgagaactat gccgacataa 9900
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taggaaatcg ctggataaag ccgctgagga agctgagtgg cgctatttct ttagaagtga 9960

acgttgacga tcgtcgaccg taccccgatg aattaattcg gacgtacgtt ctgaacacag 10020
ctggatactt acttgggcga ttgtcataca tgacatcaac aatgtacccg tttgtgtaac 10080
cgtctettgg aggttcgtat gacactagtg gttcccctca gecttgecgact agatgttgag 10140
gcctaacatt ttattagaga gcaggctagt tgcttagata catgatcttc aggccgttat 10200
ctgtcagggc aagcgaaaat tggccattta tgacgaccaa tgccccgcag aagctcccat 10260
ctttgcecgee atagacgceg cgccccecctt ttggggtgta gaacatcctt ttgccagatg 10320
tggaaaagaa gttcgttgtc ccattgttgg caatgacgta gtagccggcg aaagtgcgag 10380
acccatttge gctatatata agcctacgat ttcecgttgeg actattgtceg taattggatg 10440
aactattatc gtagttgctc tcagagttgt cgtaatttga tggactattg tcgtaattgce 10500
ttatggagtt gtcgtagttg cttggagaaa tgtcgtagtt ggatggggag tagtcatagg 10560
gaagacgagc ttcatccact aaaacaattg gcaggtcagc aagtgcctgce cccgatgcca 10620
tcgcaagtac gaggcttaga accaccttca acagatcgcg catagtcttce cccagetcte 10680
taacgcttga gttaagccgce gecgcgaagce ggcgtcggct tgaacgaatt gttagacatt 10740
atttgccgac taccttggtg atctcgectt tcacgtagtg aacaaattct tccaactgat 10800
ctgcgegcga ggccaagcga tettettgte caagataage ctgcctaget tcaagtatga 10860
cgggctgata ctgggccgge aggcgctcca ttgcccagte ggcagcgaca tectteggeg 10920
cgattttgce ggttactgeg ctgtaccaaa tgcgggacaa cgtaagcact acatttcget 10980
catcgccage ccagtcgggce ggcgagttcece atagcgttaa ggtttcattt agecgectcaa 11040
atagatcctg ttcaggaacc ggatcaaaga gttcecctececge cgctggacct accaaggcaa 11100
cgctatgtte tecttgctttt gtcagcaaga tagccagatc aatgtcgatc gtggetgget 11160
cgaagatacc tgcaagaatg tcattgcgct gccattctcece aaattgcagt tcgcgettag 11220
ctggataacg ccacggaatg atgtcgtcgt gcacaacaat ggtgacttct acagcgcgga 11280
gaatctcget ctectceccaggg gaagccgaag tttccaaaag gtecgttgatc aaagctcecgece 11340
gcgttgttte atcaagecctt acagtcaccg taaccagcaa atcaatatca ctgtgtgget 11400
tcaggcecgece atccactgeg gagccgtaca aatgtacgge cagcaacgtce ggttcecgagat 11460
ggcgctcgat gacgccaact acctctgata gttgagtcga tacttcggceg atcaccgett 11520
ccetcatgat gtttaactcece tgaattaage cgcgccgcga agcecggtgteg gettgaatga 11580
attgttaggc gtcatcctgt gectcceccgaga accagtacca gtacatcget gtttegtteg 11640
agacttgagg tctagtttta tacgtgaaca ggtcaatgcce gccgagagta aagccacatt 11700
ttgcgtacaa attgcaggca ggtacattgt tcgtttgtgt ctctaatcgt atgccaagga 11760
gctgtcectget tagtgcccac tttttcecgcaa attcgatgag actgtgcgeg actectttge 11820
ctcggtgegt gtgcgacaca acaatgtgtt cgatagaggce tagatcgttc catgttgagt 11880
tgagttcaat cttcccgaca agctcttggt cgatgaatgce gccatagcaa gcagagtctt 11940
catcagagtc atcatccgag atgtaatcct tccggtaggg gctcacactt ctggtagata 12000
gttcaaagcc ttggtcggat aggtgcacat cgaacacttc acgaacaatg aaatggttct 12060
cagcatccaa tgtttccgec acctgctcag ggatcaccga aatcttcata tgacgectaa 12120
cgectggcac agcggatcge aaacctggceg cggcecttttgg cacaaaaggce gtgacaggtt 12180
tgcgaatcecg ttgctgccac ttgttaacce ttttgccaga tttggtaact ataatttatg 12240
ttagaggcga agtcttgggt aaaaactggc ctaaaattgce tggggatttc aggaaagtaa 12300
acatcacctt ccggctcgat gtctattgta gatatatgta gtgtatctac ttgatcgggg 12360
gatctgctge ctecgegegtt tcecggtgatga cggtgaaaac ctctgacaca tgcagctcece 12420
ggagacggtc acagcttgte tgtaagcgga tgccgggagce agacaagccce gtcagggcege 12480
gtcagcgggt gttggcgggt gteggggcge agccatgacce cagtcacgta gcgatagcegg 12540
agtgtatact ggcttaacta tgcggcatca gagcagattg tactgagagt gcaccatatg 12600
cggtgtgaaa taccgcacag atgcgtaagg agaaaatacc gcatcaggcg ctcttecget 12660
tcetegetca ctgactceget gegcecteggte gtteggetge ggcgagceggt atcagetcac 12720
tcaaaggcgg taatacggtt atccacagaa tcaggggata acgcaggaaa gaacatgtga 12780
gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg cgttgctgge gtttttceccat 12840
aggctcegece cccctgacga gcatcacaaa aatcgacgct caagtcagag gtggcgaaac 12900
ccgacaggac tataaagata ccaggcegttt cccecctggaa gctceccctegt gegctetcecect 12960
gttccgaccee tgccgcttac cggatacctg tceccgecttte tceccectteggg aagegtggeg 13020
ctttctcecata gctcacgetg taggtatcte agttcggtgt aggtegtteg ctccaagetg 13080
ggctgtgtge acgaacccce cgttcagececce gaccgetgeg ccttatcegg taactatcegt 13140
cttgagtcca acccggtaag acacgactta tcgccactgg cagcagccac tggtaacagg 13200
attagcagag cgaggtatgt aggcggtgct acagagttct tgaagtggtg gcctaactac 13260
ggctacacta gaaggacagt atttggtatc tgcgctctge tgaagccagt taccttcgga 13320
aaaagagttg gtagctcttg atccggcaaa caaaccaccg ctggtagcgg tggttttttt 13380
gtttgcaagc agcagattac gcgcagaaaa aaaggatctc aagaagatcc tttgatcttt 13440
tctacggggt ctgacgctca gtggaacgaa aactcacgtt aagggatttt ggtcatgaga 13500
ttatcaaaaa ggatcttcac ctagatcctt ttaaattaaa aatgaagttt taaatcaatc 13560
taaagtatat atgagtaaac ttggtctgac agttaccaat gcttaatcag tgaggcacct 13620
atctcagcga tctgtctatt tegttcatce atagttgect gactcccegt cgtgtagata 13680
actacgatac gggagggctt accatctggc cccagtgctg caatgatacc gcgagaccca 13740
cgctcaccgg ctccagattt atcagcaata aaccagccag ccggaagggce cgagcgcaga 13800
agtggtcecctg caactttatc cgcctcecatce cagtctatta attgttgccg ggaagctaga 13860
gtaagtagtt cgccagttaa tagtttgcgc aacgttgttg ccattgctgc aggggggggg 13920
gg999999ggg acttccattg ttcattccac ggacaaaaac agagaaagga aacgacagag 13980
gccaaaaagc ctcgcetttca gcacctgteg tttectttet tttcagaggg tattttaaat 14040
aaaaacatta agttatgacg aagaagaacg gaaacgcctt aaaccggaaa attttcataa 14100
atagcgaaaa cccgcgaggt cgccgceccceg taacctgteg gatcaccgga aaggacccgt 14160
aaagtgataa tgattatcat ctacatatca caacgtgcgt ggaggccatc aaaccacgtce 14220
aaataatcaa ttatgacgca ggtatcgtat taattgatct gcatcaactt aacgtaaaaa 14280
caacttcaga caatacaaat cagcgacact gaatacgggg caacctcatg tcccceccccece 14340
ccecceeecct gecaggcateg tggtgtcacg ctegtcegttt ggtatggett cattcagecte 14400
cggttcccaa cgatcaaggce gagttacatg atcccccatg ttgtgcaaaa aagcggttag 14460
ctecctteggt cctecgateg ttgtcagaag taagttggce gcagtgttat cactcatggt 14520
tatggcagca ctgcataatt ctcttactgt catgccatcce gtaagatgct tttctgtgac 14580
tggtgagtac tcaaccaagt cattctgaga atagtgtatg cggcgaccga gttgctcttg 14640
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cceggegtea acacgggata
tggaaaacgt tcttegggge
gatgtaacce actcgtgcac
tgggtgagca aaaacaggaa
atgttgaata ctcatactct
tctcatgage ggatacatat
cacatttcce cgaaaagtge
ctataaaaat aggcgtatca
tgcgttcegga tattttegtg
aactcgegece agatcatcct
gccgaaagag cgacaagcag
ttteggeget gegetacgte
accttectage cgacccagac
ctttecegacy tttgggtggt
gaggggaacc ctgtggttgg
cccttttaaa tatcegttat

SEQ ID NO: 106
FEATURE

misc_feature

source

SEQUENCE: 106
cagattcacyg tcagattt

SEQ ID NO: 107
FEATURE

misc_feature

source
SEQUENCE: 107
agcgacatag tggtgtataa
SEQ ID NO: 108
FEATURE

misc_feature

source

SEQUENCE: 108
tggattgtaa tatgtgtacc
SEQ ID NO: 109
FEATURE

misc_feature

source

SEQUENCE: 109
getttetatt ttgtggecact
SEQ ID NO: 110
FEATURE

misc_feature

source

SEQUENCE: 110

getegtgtee aagegtcact tacgattage t

SEQ ID NO: 111
FEATURE
misc_feature

source
SEQUENCE: 111
accgctacca gcaacaatcg

SEQ ID NO: 112
FEATURE

-continued

ataccgegece acatagcaga actttaaaag tgctcatcat 14700
gaaaactctc aaggatctta ccgctgttga gatccagtte 14760
ccaactgatc ttcagcatct tttactttca ccagcgtttc 14820
ggcaaaatgc cgcaaaaaag ggaataaggg cgacacggaa 14880
tcetttttca atattattga agcatttatc agggttattg 14940
ttgaatgtat ttagaaaaat aaacaaatag gggttccgcg 15000
cacctgacgt ctaagaaacc attattatca tgacattaac 15060
cgaggcectt tecgtcecttcaa gaattggtceg acgatcttge 15120
gagttccege cacagacccg gattgaaggce gagatccage 15180
gtgacggaac tttggcgcgt gatgactgge caggacgtcecg 15240
atcacgcettt tcgacagcgt cggatttgceg atcgaggatt 15300
cgcgacegeg ttgagggatc aagccacagce agcccactcg 15360
gagccaaggg atctttttgg aatgctgcte cgtcgtcagg 15420
tgaacagaag tcattatcgt acggaatgcc aagcactccc 15480
catgcacata caaatggacg aacggataaa ccttttcacg 15540
tctaataaac gctcttttet cttag 15585
moltype = DNA length = 18

Location/Qualifiers

1..18

note = synthetic construct; MHP14TS probe

1..18

mol_type = other DNA

organism = synthetic construct

18

moltype = DNA length = 26

Location/Qualifiers

1..26

note = synthetic construct; MHPTS14_ Forward MGB primer
1..26

mol_type = other DNA

organism = synthetic construct
aaggaa 26
moltype = DNA 1length = 27

Location/Qualifiers

1..27

note = synthetic construct; MHPTS14_ Reverse MGB primer
1..27

mol_type = other DNA

organism = synthetic construct
tcatgct 27
moltype = DNA 1length = 27

Location/Qualifiers

1..27

note = synthetic construct; primer 146775

1..27

mol_type = other DNA

organism = synthetic construct
attgtgg 27
moltype = DNA length = 31

Location/Qualifiers

1..31

note = synthetic construct; primer 146773

1..31

mol_type = other DNA

organism = synthetic construct

31

moltype = DNA length = 23

Location/Qualifiers

1..23

note = synthetic construct; primer 146772

1..23

mol_type = other DNA

organism = synthetic construct

tct 23
moltype = DNA length = 21

Location/Qualifiers
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-continued
misc_feature 1..21
note = synthetic construct; primer 146778
source 1..21

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 112

tcacgctgca ctgcaggcta g 21
SEQ ID NO: 113 moltype = DNA 1length = 27
FEATURE Location/Qualifiers
misc_feature 1..27

note = synthetic construct; primer mopatF2
source 1..27

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 113

tcagatctge gtcaccgggce gcaccgg 27
SEQ ID NO: 114 moltype = DNA 1length = 27
FEATURE Location/Qualifiers
misc_feature 1..27

note = synthetic construct; primer mopatR2
source 1..27

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 114

ccgeecgtgtg cgacatcgtg aaccact 27
SEQ ID NO: 115 moltype = DNA length = 16
FEATURE Location/Qualifiers
misc_feature 1..16

note = synthetic construct; MHP55TS probe
source 1..1e

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 115

aaccgtegtg agacct 16
SEQ ID NO: 116 moltype = DNA length = 17
FEATURE Location/Qualifiers
misc_feature 1..17
note = synthetic construct; MHPTS55_ Forward MGB primer
source 1..17

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 116

aaggcgcagce cgttgag 17
SEQ ID NO: 117 moltype = DNA length = 20
FEATURE Location/Qualifiers
misc_feature 1..20
note = synthetic construct; MHP55TS_Reverse MGB primer
source 1..20

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 117

ctaccggttt cgcgtgctet 20
SEQ ID NO: 118 moltype = DNA length = 21
FEATURE Location/Qualifiers
misc_feature 1..21

note = synthetic construct; MHP77TS probe
source 1..21

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 118

tagtatgaca tacataccgc ¢ 21
SEQ ID NO: 119 moltype = DNA length = 23
FEATURE Location/Qualifiers
misc_feature 1..23
note = synthetic construct; MHP77TS_Forward MGB primer
source 1..23

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 119
tcettaggge ggtatgtatg tcea 23

SEQ ID NO: 120 moltype = DNA length = 26
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-continued
FEATURE Location/Qualifiers
misc_feature 1..26
note = synthetic construct; MHP77TS_Reverse MGB primer
source 1..26

mol_type = other DNA
organism = synthetic construct
SEQUENCE: 120

catcggtcaa aaaacacata aacttt 26
SEQ ID NO: 121 moltype = DNA length = 105

FEATURE Location/Qualifiers

source 1..105

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 121
tcttaaagaa gatacactgt gtaaatgtgt aatggcactg gcactctegt gtgtgattaa 60

agtcatatat ggtttaagat actttttttt ataaagatag tagtg 105
SEQ ID NO: 122 moltype = DNA length = 52

FEATURE Location/Qualifiers

source 1..52

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 122

tcttaaagaa gatacactgt gtaaatgtgt aatggcactg gcactctcegt gt 52
SEQ ID NO: 123 moltype = DNA length = 28

FEATURE Location/Qualifiers

source 1..28

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 123

gatacttttt tttataaaga tagtagtg 28
SEQ ID NO: 124 moltype = DNA length = 100

FEATURE Location/Qualifiers

source 1..100

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 124
taatgatcac attttttttt tctcacacte acctaagtge acgagtacac acgtaagtct 60

taggttaaag tttcatgccc cccccceccce ccecccaaaa 100
SEQ ID NO: 125 moltype = DNA length = 54

FEATURE Location/Qualifiers

source 1..54

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 125

taatgatcac attttttttt tctcacactc acctaagtgc acgagtacac acgt 54
SEQ ID NO: 126 moltype = DNA length = 100

FEATURE Location/Qualifiers

source 1..100

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 126
taatgatcac attttttttt tctcacacte acctaagtge acgagtacac acgtaagtct 60

taggttaaag tttcatgccc cccccceccce ccecccaaaa 100
SEQ ID NO: 127 moltype = DNA length = 45

FEATURE Location/Qualifiers

source 1..45

mol type = genomic DNA
organism = Glycine max
SEQUENCE: 127

taatgatcac attttttttt tctcacactc acctaagtgc acgag 45
SEQ ID NO: 128 moltype = DNA length = 104

FEATURE Location/Qualifiers

source 1..104

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 128
taatgatcac attttttttt tctcacactc acctaagtge agacgtacgce aagtagettt 60
gttactttcg tattgacaat tcaaaatcgt cttttatttt tatt 104

SEQ ID NO: 129 moltype = DNA length = 102
FEATURE Location/Qualifiers
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135 136
-continued

misc_feature 47..48

note = 115 bp insertion between position 47 and position 48

omitted below and in the alignment in Figure 4B

source 1..102

mol type = genomic DNA

organism = Glycine max
SEQUENCE: 129

taatgatcac attttttttt tctcacacte acctaagtge agacgtacaa gtagetttgt

tactttcgta ttgacaattc aaaatcgtcect tttattttta tt

60
102

That which is claimed:

1. A method to produce a maize plant comprising a
complex transgenic trait locus in a plant, the trait locus
comprising at least first and second altered target sequences,
wherein the first altered target sequence originated from a
first endogenous target sequence that is recognized and
cleaved by a first engineered double-strand-break-inducing
agent and the second altered target sequence originated from
a second endogenous target sequence that is recognized and
cleaved by a second engineered double-strand-break-induc-
ing agent, wherein each of said altered target sequences
differ from their corresponding endogenous target sequence,
wherein the first and second endogenous target sequences
are located on the same arm of the same chromosome,

15

20

25

wherein each of the alterations comprises a heterologous
polynucleotide, and wherein at least one of the engineered
double-strand-break-inducing agents cleaves a target
sequence selected from the group consisting of SEQ ID NO:
77 or SEQ ID NO:70.

2. The method to produce the maize plant of claim 1
wherein the heterologous polynucleotide is selected from the
group consisting of: DNA for gene silencing, DNA encoding
a phenotypic marker, and DNA encoding a protein providing
an agronomic advantage.

3. The method to produce the maize plant of claim 1, the
method comprising obtaining a seed from the maize plant
comprising said complex transgenic trait locus of claim 1.

#* #* #* #* #*



